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180 185 190 

Cys Cys Phe Pro Gly 
195 

<210> 3847 

<211> 1570 

<212> DNA 

<213> Homo sapiens 

<400> 3847 

nnccatggtg ggcttgaggg tggggctgtc ctagagcatt aaacagctgt tgggccctgg 
60 

gctgaccccc ccaccctgca tgtgtggggg tccccacagc tcttatgttc ctcctgggcc 
120 

ttctggaatt cctcctcctt aggcaagcct atcacagcat cctgacccgt ggggcctctg 
180 

tgcagctggt gtttggcttt gaggtaaaac tggcttggga ggttgagagg acaagcccga 
240 

ggtgacccca catgtgcctt gaataaccca acagaccctt cctcagcacc tgctatgtgg 
300 

ccaacctgtg ctggccacca aggggcagtg atcagatatg gctcctgccc tccacacgct 
360 

cactcctagg tgactgggga gacgcacaaa gaggctagga cagaggagga gccccaacct 
420 

ggggctcagg agagggttcc tggaggctcg tgccggagct agctggtaat ggacaggaga 
480 

ggattagttc catggacaac tggaggcgtg tccctggcag agagagaatg tgttcagtga 
540 

cgacagctca tatttgttga gtgcgaattt cacaccaggc cctatgctga gctcctgacc 
600 

tgcatctctt attcagcaag acaatactgt tataaaggaa cagttaatta tgtcatttta 
660 

tagataagta aactgaggtt cactgagttg ccaaaagtca cagctagtaa gtggaggggc 
720 

taggaggacc ctgggtgtgt ctagagcctg tgattgtacc actgcacctg ctgtgcagag 
780 

gccttgggga gcaatgtggg tgcagcaagg gggagctatg tgtttacatc cccctcgtcc 
840 

ccctctccct tcagtatgcc atcctgatga cgatggtgct caccatcttc atcaagtatg 
900 

tgctgcactc cgtggacctc cagagtgaga acccctggga caacaaggct gtgtacatgc 
960 

tctacacaga gctgtttaca ggtgagaggg gcctgggcct ctcctgatct ggaccagcat 
1020 

cctccactct gcctcctggc cctgtgacct gctgctttct gcatcccctc ccctcaggct 
1080 

tcatcaaggt tctgctgtac atggccttca tgaccatcat gatcaaggtg cacaccttcc 
1140 

cactctttgc catccggccc atgtacctgg ccatgaggtg agcccggccc tgtcccccga 
1200 

tcctcctgac ctgatcccgt cccttctcct gctttcactg actgtccttt cagacagttc 
1260 

aagaaagctg tgacagatgc catcatgtct cgccgagcca tccgcaacat gaacaccctg 
1320 
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tatccagatg ccaccccaga ggagctccag gcaatggaca atgtctgcat catctgccga 
1380 

gaagagatgg tgactggtgc caagagactg ccctgcaacc acattttcca taccaggtgg 
1440 

9 a 9gggccct ggggagcctg cccagcaggg cccaggcccc agaaggcagg ccctaaggga 
1500 

cctgctgacc tctgcctggc cttgacccgc agctgcctgc gctcctggtt ccagcggcag 
1560 

cagacctgcc 
1570 

<210> 3848 
<211> 120 
<212> PRT 

<213> Homo sapiens 

i 

<400> 3848 

Pro Asp Pro Val Pro Ser Pro Ala Phe Thr Asp Cys Pro Phe Arg Gin 

1 5 10 15 

Phe Lys Lys Ala Val Thr Asp Ala lie Met Ser Arg Arg Ala lie Arg 

20 25 30 

Asn Met Asn Thr Leu Tyr Pro Asp Ala Thr Pro Glu Glu Leu Gin Ala 

35 40 45 

Met Asp Asn Val Cys lie lie Cys Arg Glu Glu Met Val Thr Gly Ala 

50 55 60 

Lys Arg Leu Pro Cys Asn His lie Phe His Thr Arg Trp Glu Gly Pro 
65 70 75 80 

Trp Gly Ala Cys Pro Ala Gly Pro Arg Pro Gin Lys Ala Gly Pro Lys 

85 90 95 

Gly Pro Ala Asp Leu Cys Leu Ala Leu Thr Arg Ser Cys Leu Arg Ser 

100 105 110 

Trp Phe Gin Arg Gin Gin Thr Cys 
115 1 120 

<210> 3849 

<211> 1139 • 

<212> DNA 

<213> Homo sapiens 

<400> 3849 

cctgccgagg gccaggaatg agattaagga cggaacgcat gccctccaaa aagtggcatt 
60 

ttagaattta tacagcaccc cagcacgctg ctaaacgtgg gcacacaacc accacggccc 
120 

gatcacgcgc agcgggaacc cggtctctga gtccgccccg tgcgttgcgt catcagagtc 
180 

acgccaccta atccattctc tcggtcttcg tctgctccgg tattgcaact gcctcgattg 
240 

gtcgatcctg ggccagcatg gcggcgccca tgtaacccgg tccgtgccgc aaagcgaacg 
300 

gcggccgcgg cgcgggcccc gcgggggtta gaggtcacca tgctgagggt cgcgtggagg 
360 , 
acgctgagtt tgattcggac ccgggcagtt acccaggtcc tagtacccgg gctgccgggc 
420 
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ggtgggagcg ccaagtttcc tttcaaccag tggggcctgc agcctcgaag tctcctcctc 
480 

caggccgcgc gcggatatgt cgtccggaaa ccagcccagt ctaggctgga tgatgaccca 
540 

cctccttcta cgctgctcaa agactaccag aatgtccctg gaattgagaa ggttgatgat 
600 

gtcgtgaaaa gactcttgtc tttggaaatg gccaacaaga aggagatgct aaaaatcaag 
660 

caagaacagt ttatgaagaa gattgttgca aacccagagg acaccagatc cctggaggct 
720 

cgaattattg ccttgtctgt caagatccgc agttatgaag aacacttgga gaaacatcga 
780 

aaggacaaag cccacaaacg ctatctgcta atgagcattg accagaggaa aaagatgctc 
840 

aaaaacctcc gtaacaccaa ctatgatgtc tttgagaaga tatgctgggg gctgggaatt 
900 

gagtacacct tcccccctct gtattaccga agagcccacc gccgattcgt gaccaagaag 
960 1 

gctctgtgca ttcgggtttt ccaggagact caaaagctga agaagcgaag aagagcctta 
1020 

aaggctgcag cagcagccca aaaacaagca aagcggagga acccagacag ccctgccaaa 
1080 

gccataccaa agacactcaa agacagccaa taaattctgt tcaatcattt aaaaaaaaa 
1139 

<210> 3850 

<211> 257 

<212> PRT 

<213> Homo sapiens 



<400> 3B50 
Met Leu Arg Val 
l 

Val Thr Gin Val 
20 

Phe Pro Phe Asn 
35 

Ala Ala Arg Gly 
50 

Asp Asp Pro Pro 
65 

Gly lie Glu Lys 

Met Ala Asn Lys 
100 

Lys Lys lie Val 
115 

He He Ala Leu 
130 

Lys His Arg Lys 
145 

Asp Gin Arg Lys 
Val Phe Glu Lys 



Ala Trp Arg Thr 
5 

Leu Val Pro Gly 

Gin Trp Gly Leu 
40 

Tyr Val Val Arg 
55 

Pro Ser Thr Leu 
70 

Val Asp Asp Val 
85 

Lys Glu Met Leu 

Ala Asn Pro Glu 
12 0 

Ser Val Lys He 
135 

Asp Lys Ala His 
150 

Lys Met Leu Lys 
165 

lie Cys Trp Gly 



Leu Ser Leu He 
10 

Leu Pro Gly Gly 
25 

Gin Pro Arg Ser 

Lys Pro Ala Gin 
60 

Leu Lys Asp Tyr 
75 

Val Lys Arg Leu 
90 

Lys He Lys Gin 
105 

Asp Thr Arg Ser 

Arg Ser Tyr Glu 
140 

Lys Arg Tyr Leu 
155 

Asn Leu Arg Asn 
170 

Leu Gly He Glu 



Arg Thr Arg Ala 
15 

Gly Ser Ala Lys 
30 

Leu Leu Leu Gin 
45 

Ser Arg Leu Asp 

Gin Asn Val Pro 
80 

Leu Ser Leu Glu 
95 

Glu Gin Phe Met 
110 

Leu Glu Ala Arg 
125 

Glu His Leu Glu 

Leu Met Ser He 
160 

Thr Asn Tyr Asp 
175 

Tyr Thr Phe Pro 
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180 










185 










190 






Pro 


Leu 


Tyr 


Tyr 


Arg 


Arg 


Ala 


His 


Arg 


Arg 


Phe 


Val 


Thr 


Lys 


Lys 


Ala 






195 










200 










205 








Leu 


Cys 


He 


Arg 


Val 


Phe 


Gin 


Glu 


Thr 


Gin 


Lys 


Leu 


Lys 


Lys 


Arg 


Arg 




210 










215 










220 










Arg 


Ala 


Leu 


Lys 


Ala 


Ala 


Ala 


Ala 


Ala 


Gin 


Lys 


Gin 


Ala 


Lys 


Arg 


Arg 


225 










230 










235 










240 


Asn 


Pro 


Asp 


Ser 


Pro 


Ala 


Lys 


Ala 


He 


Pro 


Lys 


Thr 


Leu 


Lys 


Asp 


Ser 



245 250 255 



Gin 

•v ' ' ; 

<210> 3851 

<211> 1183 

<212> DNA 

<213> Homo sapiens 

<400> 3851 

nnacgcgttt tggcctgagt tggggagggg ggcggggagg gacctgcggc ttgcggcccc 
60 

gcccccttct ccggctcgca gccgaccggt aagcccgcct cctcccacgg ccggccctgg 
120 

ggccgtgtcc gccgggcaac tccagccgag gcctgggctt ctgcctgcag gtgtctgcgg 
180 

cgaggcccct a gggtacagc ccgatttggc cccatggtgg gtttcggggc caaccggcgg 
240 

gctggccgcc tgccctctct cgtgctggtg gtgctgctgg tggtgatcgt cgtcctcgcc 
300 

ttcaactact ggagcatctc ctcccgccac gtcctgcttc aggaggaggt ggccgagctg 
360 

cagggccagg tccagcgcac cgaagtggcc cgcgggcggc tggaaaagcg caattcggac 
420 

ctcttgctgt tggtggacac gcacaagaaa cagatcgacc agaaggaggc cgactacggc 
480 

cgcctcagca gccggctgca ggccagagag ggcctcggga agagatgcga ggatgacaag 
540 

gttaaactac agaacaacat atcgtatcag atggcagaca tacatcattt aaaggagcaa 
600 

cttgctgagc ttcgtcagga atttcttcga caagaagacc agcttcagga ctataggaag 
660 

aacaatactt accttgtgaa gaggttagaa tatgaaagtt ttcagtgtgg acagcagatg 
720 

aaggaattga gagcacagca tgaagaaaat attaaaaagt tagcagacca gtttttagag 
780 

gaacaaaagc aagagaccca aaagattcaa tcaaatgatg gaaaggaatt ggatataaac 
840 

aatcaagtag tacctaaaaa tattccaaaa gtagctgaga atgttgcaga taagaatgaa 
900 

gaaccctcaa gcaatcatat tccacatggg aaagaacaaa tcaaaagagg tggtgatgca 
960 

gggatgcctg gaatagaaga gaatgaccta gcaaaagttg atgatcttcc ccctgcttta 
1020 

aggaagcctc ctatttcagt ttctcaacat gaaagtcatc aagcaatctc ccatcttcca 
1080 
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actggacaac ctctctcccc aaatatgcct ccagattcac acataaacca caatggaaac 
1140 . 

cccggtactt caaaacagaa tccttccagt ccccttcacg cgt 
1183 

<210> 3852 
<211> 323 
<212> PRT 

<213> Homo sapiens 
<400> 3852 

Met Val Gly Phe Gly Ala Asn Arg Arg Ala Gly Arg Leu Pro Ser Leu 

1 5 10 15 

Val Leu Val Val Leu Leu Val Val lie Val Val Leu Ala Phe Asn Tyr 

20 25 30 

Trp Ser lie Ser Ser Arg His Val Leu Leu Gin Glu Glu Val Ala Glu 

35 40 45 

Leu Gin Gly Gin Val Gin Arg Thr Glu Val Ala Arg Gly Arg Leu Glu 

50 55 60 

Lys Arg Asn Ser Asp Leu Leu Leu Leu Val Asp Thr His Lys Lys Gin 
65 70 75 80 

He Asp Gin Lys Glu Ala Asp Tyr Gly Arg Leu Ser Ser Arg Leu Gin 

85 90 95 

Ala Arg Glu Gly Leu Gly Lys Arg Cys Glu Asp Asp Lys Val Lys Leu 

100 105 110 

Gin Asn Asn He Ser Tyr Gin Met Ala Asp He His His Leu Lys Glu 

115 120 125 

Gin Leu Ala Glu Leu Arg Gin Glu Phe Leu Arg Gin Glu Asp Gin Leu 

130 135 140 

Gin Asp Tyr Arg Lys Asn Asn Thr Tyr Leu Val Lys Arg Leu Glu Tyr 
145 150 " 155 160 

Glu Ser Phe Gin Cys Gly Gin Gin Met Lys Glu Leu Arg Ala Gin His 

165 170 175 

Glu Glu Asn He Lys Lys Leu Ala Asp Gin Phe Leu Glu Glu Gin Lys 

180 185 190 

Gin Glu Thr Gin Lys He Gin Ser Asn Asp Gly Lys Glu Leu Asp lie 

195 200 205 

Asn Asn Gin Val Val Pro Lys Asn He Pro Lys Val Ala Glu Asn Val 

210 215 220 

Ala Asp Lys Asn Glu Glu Pro Ser Ser Asn His He Pro His Gly Lys 
225 230 235 240 

Glu Gin He Lys Arg Gly Gly Asp Ala Gly Met Pro Gly lie Glu Glu 

245 250 255 

Asn Asp Leu Ala Lys Val Asp Asp Leu Pro Pro Ala Leu Arg Lys Pro 

260 265 270 

Pro He Ser Val Ser Gin His Glu Ser His Gin Ala He Ser His Leu 

275 280 285 

Pro Thr Gly Gin Pro Leu Ser Pro Asn Met Pro Pro Asp Ser His lie 

290 295 300 

Asn His Asn Gly Asn Pro Gly Thr Ser Lys Gin Asn Pro Ser Ser Pro 
305 310 315 , 320 

Leu His Ala 
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<210> 3853 

<211> 375 

<212> DNA 

<213> Homo sapiens 

<400> 3853 

cgtacgcata tggccgatga aaataaaaat gaatatgctg cacaattaca aaactttaat 
60 

ggagaacaac ataaacattt ttatgtagtg attcctcaga tttacaagca actacaagaa 
120 

atggacgaac gaaggactat taaactcagt gagtgttaca gaggatttgc tgactcagaa 
180 

cgcaaagtta ttcccatcat ttcaaaatgt ttggaaggaa tgattcttgc agcaaaatca 
240 

gttgatgaaa gaagagactc tcaaatggtg gtagactcct tcaaatctgg ttttgaacct 
300 

ccaggagact ttccatttga agattacagt caacatatat atagaaccat ttctgatggg 
360 

actatcagtg catcc 
375 

<210> 3854 

<211> 125 

<212> PRT 

<213> Homo sapiens 

<400> 3854 

Arg Thr His Met Ala Asp Glu Asn Lys Asn Glu Tyr Ala Ala Gin Leu 

1 5 10 15 

Gin Asn Phe Asn Gly Glu Gin His Lys His Phe Tyr Val Val lie Pro 

20 25 30 

Gin lie Tyr Lys Gin Leu Gin Glu Met Asp Glu Arg Arg Thr lie Lys 

35 40 45 

Leu Ser Glu Cys Tyr Arg Gly Phe Ala Asp Ser Glu Arg Lys Val lie 

50 55 60 

Pro lie lie Ser Lys Cys Leu Glu Gly Met lie Leu Ala Ala Lys Ser 
65 70 75 80 

Val Asp Glu Arg Arg Asp Ser Gin Met Val Val Asp Ser Phe Lys Ser 

85 90 95 

Gly Phe Glu Pro Pro Gly Asp Phe Pro Phe Glu Asp Tyr Ser Gin His 

100 105 110 

lie Tyr Arg Thr lie Ser Asp Gly Thr He Ser Ala Ser 
115 120 125 

<210> 3855 

<211> 1377 

<212> DNA 

<213> Homo sapiens 

<400> 3855 

naagctgcga ccatggcaac ctacaaccag ctctcctatg cccagaaggc caagtaccac 
60 - 

ctgtgctcag caggctggct ggagaccggg cgggttgcct accccacagc cttcgcctcc 
120 
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cagaactgtg gctctggtgt ggttgggata gtggactatg gacctagacc caacaagagt 
180 

gaaatgtggg atgtcttctg ctatcggatg aaagatgtga actgcacctg caaggtgggc 
240 

tatgtgggag atggcttctc atgcagtggg aacctgctgc aggtcctgat gtccttcccc 
300 

tcactcacaa acttcctgac ggaagtgctg gcctattcca acagctcagc tcgaggccgt 
360 

gcatttctag aacacctgac tgacctgtcc atccgcggca ccctctttgt gccacagaac 
420 

agtgggctgg gggagaatga gaccttgtct gggcgggaca tcgagcacca cctcgccaat 
480 

gtcagcatgt ttttctacaa tgaccttgtc aatggcaccn accctgcaaa cgagggtggg 
540 

aagcaagctg ctcatcactg ccagccagga cccactnncc aaccgacgga gaccaggttt 
600 

gttgatggaa gagccattct gcagtgggac atctttgcct ccaatgggat cattcatgtc 
660 

atttccaggc ctttaaaagc accccctgcc cccgtgacct tgacccacac tggcttggga 
720 

gcagggatct tctttgccat catcctggtg actggggctg ttgccttggc tgcttactcc 
780 

tactttcgga taaaccggag aacaatcggc ttccagcatt ttgagtcgga agaggacatt 
840 

aatgttgcag ctcttggcaa gcagcagcct gagaatatct cgaacccctt gtatgagagc 
900 

acaacctcag ctcccccaga accttcctac gaccccttca cggactctga agaacggcag 
960 

cttgagggca atgacccctt gaggacactg tgagggcctg gacgggagat gccagccatc 
1020 

actcactgcc acctgggcca tcaactgtga attctcagca ccagttgcct tttaggaacg 
1080 

taaagtcctt taagcactca gaagccatac ctcatctctc tggctgatct gggggttgtt 
1140 

tctgtgggtg agagatgtgt tgctgtgccc acccagtaca gcttcctcct ctgacccttt 
1200 

ggctcttctt cctttgtact- cttcagctgg -cacctgctcc attctgccct acatgatggg 
1260 

taactgtgat ctttcttccc tgttagattg taagcctccg tctttgtatc ccagccccta 
1320 

gcccagtgcc tgacacagga actgtgcaca ataaaggttt atggaacaga aacaaaa 
1377 

<210> 3856 

<211> 330 

<212> PRT 

<213> Homo sapiens 

<400> 3856 

Xaa Ala Ala Thr Met Ala Thr Tyr Asn Gin Leu Ser Tyr Ala Gin Lys 

3. 5 10 15 

Ala Lys Tyr His Leu Cys Ser Ala Gly Trp Leu Glu Thr Gly Arg Val 

• 20 25 30 

Ala Tyr Pro Thr Ala Phe Ala Ser Gin Asn Cys Gly Ser Gly Val Val 
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35 40 45 

Gly Ue^Val Asp Tyr Gly Pro Arg Pro Asn Lys Ser Glu Met Trp Asp 

50 55 60 

Val Phe Cys Tyr Arg Met Lys Asp Val Asn Cys Thr Cys Lys Val Gly 
65 70 75 80 

Tyr Val Gly Asp Gly Phe Ser Cys Ser Gly Asn Leu Leu Gin Val Leu 

85 90 95 

Met Ser Phe Pro Ser Leu Thr Asn Phe Leu Thr Glu Val Leu Ala Tyr 

100 105 110 

Ser Asn Ser Ser Ala Arg Gly Arg Ala Phe Leu Glu His Leu Thr Asp 

115 120 125 

Leu Ser lie Arg Gly Thr Leu Phe Val Pro Gin Asn Ser Gly Leu Gly 

130 135 140 

Glu Asn Glu Thr Leu Ser Gly Arg Asp lie Glu His His Leu Ala Asn 
145 150 155 160 

Val Ser Met Phe Phe Tyr Asn Asp Leu Val Asn Gly Thr Xaa Pro Ala 

165 170 175 

Asn Glu Gly Gly Lys Gin Ala Ala His His Cys Gin Pro Gly Pro Thr 

180 185 190 

Xaa Gin Pro Thr Glu Thr Arg Phe Val Asp Gly Arg Ala lie Leu Gin 

195 200 205 

Trp Asp He Phe Ala Ser Asn Gly He He His Val He Ser Arg Pro 

210 215 220 

Leu Lys Ala Pro Pro Ala Pro Val Thr Leu Thr His Thr Gly Leu Gly 
225 230 235 240 

Ala Gly He Phe Phe Ala He lie Leu Val Thr Gly Ala Val Ala Leu 

245 250 255 

Ala Ala Tyr Ser Tyr Phe Arg He Asn Arg Arg Thr He Gly Phe Gin 

260 265 270 

His Phe Glu Ser Glu Glu Asp He Asn Val Ala Ala Leu Gly Lys Gin 

275 280 285 

Gin Pro Glu Asn He Ser Asn Pro Leu Tyr Glu Ser Thr Thr Ser Ala 

290 295 300 

Pro Pro Glu Pro Ser Tyr Asp Pro Phe Thr Asp Ser Glu Glu Arg Gin 
305 310 315 320 

Leu Glu Gly Asn Asp Pro Leu Arg Thr Leu 
325 330 

<210> 3857 

<211> 797 

<212> DNA 

<213> Homo sapiens 

<400> 3857 

nngcgcgcca ccacgagaac agcntccggg gcgcggtcgt gggcgtgggc gacgagagcc 
60 

gcgccctgcc cgacgtcatg cagggcatgg tgctcagctc catgcagcac ttcagcgagg 
120 

ccttccacca ggtcctgggc gagaagcata agcgcggcca cctggccgag gccgagggcc 
180 

acagggacac ttgcgacgaa gactcggtgg ccggcgagtc ggaccgcata gacgatggca 
240 

ctgttaatgg ccgcggctgc tccccgggcg agtcggcctc ggggggcctg tccaaaaagc 
300 
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tgctgctggg cagccccagc tcgctgagcc ccttctctaa gcgcatcaag ctcgagaagg 
360 

agttcgacct gcccccggcc gcgatgccca acacggagaa cgtgtactcg cagtggctcg 
420 

ccggctacgc ggcctccagg cagctcaaag atcccttcct tagcttcgga gactccagac 
480 

aatcgccttt tgcctcctcg tcggagcact cctcggagaa cgggagcttg cgcttctcca 
540 

caccgcccgg ggagctggac ggagggatct cggggcgcag cggcacggga agtggaggga 
600 

gcacgcccca tattagtggt ccgggcccgg gcaggcccag ctcaaaagag ggcagacgca 
660 

gcgacacttg ttcttcacac acccccattc ggcgtagtac ccagagagct caagatgtgt 
720 

ggcagttttc ggatggaagc tcgagagccc ttaagttctg agaaaatttg aagcccccgg 
780 

gggtggggtg gacgcgt 
797 

<210> 3858 
<211> 76 
<212> PRT 

<213> Homo sapiens 



<400> 3858 

Xaa Arg Ala Thr Thr Arg Thr Ala 

1 5 
Ala Thr Arg Ala Ala Pro Cys Pro 
20 

Ala Pro Cys Ser Thr Ser Ala Arg 

35 40 
Ser lie Ser Ala Ala Thr Trp Pro 

50 55 
Ala Thr Lys Thr Arg Trp Pro Ala 
65 70 

<210> 3859 
<211> 1449 
<212> DNA 

<213> Homo sapiens 



Ser Gly Ala Arg Ser Trp Ala Trp 

10 15 
Thr Ser Cys Arg Ala Trp Cys Ser 
25 30 
Pro Ser Thr Arg Ser Trp Ala Arg 
45 

Arg Pro Arg Ala Thr Gly Thr Leu 
60 

Ser Arg Thr Ala 
75 



<400> 3859 
tacaagaata 
60 

aaggagactc 
120 

tttgaagctc 
180 

acatttttta 
240 

ggatccatac 
3 00 

ctttctattc 
360 



aaaagcaagt 
aatttgaact 
ggagtaaaac 
gaatgccaga 
gttataagca 
agcttccccg 



ggggaagtat 
cagagtactg 
tgcttgcaag 
aaatgaatcc 
ccgctacagt 
gcctgatcag 



ttctggcctc 
ggaaaagatt 
cacctctgga 
aattcactgt 
ggcaggacag 
aatgtgacaa 



ggattacaaa 
gtaacgaaac 
agtgcagtgt 
caagaaaact 
ctttgcaaat 
gaagtcgaag 



ggttcacttc 
ctcattcttt 
ggaacatcat 
cagcaagttt 
gagccgagat 
caagacttac 
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cctaagcgaa tagcacaaac acagccagct gaatcaaaca ccatcagtag gataactgca 
420 

aacatggaaa atggagaaaa tgaaggaaca attaaaatta ttgcaccttc accagtaaaa 
480 

agctttaaga aagcaaagaa tgaaaatagc cctgataccc aaagaagcaa atctcatgca 
540 

ccgtgggaag aaaatggccc ccagagtgga ctctacaatt ctcccagtga tcgcactaag 
600 

tcgccaaagt tcccttacac gcgtcgccga aacccctcct gtggaagtga caatgattct 
660 

gtacagcctg tgaggaggag gaaagcccat aacagtggtg aagattcaga tcttaagcaa 
720 

aggaggaggt cacgttcacg ctgtaacacc agcagtggta gtgaatcaga aaattctaat 
780 

agagaacacc ggaaaaagag aaacagaata cggcaggaga atgatatggt tgattcagcg 
840 

cctcagtggg aagctgtatt aaggagacaa aaggaaaaaa accaagccga ccccaacaac 
900 

aggcgatcca gacacagatc tcgttcgaga agccccgata tccaagcaaa agaagagtta 
960 

tggaagcaca ttcaaaaaga acttgtggat ccatccggat tgtccgaaga acaattaaaa 
1020 

gagattccat acactaaaat agagtgagtg cctttcagaa tcttctcacc aaagctttat 
1080 

tagtgcttga cacaaggtga cccaatccgc atcaggcatt ctcattcgcc acgaagttac 
1140 

cgccagtatc gcaggtccca gtgttcagat ggggagcgat cagttctctc ggaagtgaat 
1200 

tcaaaaacag atcttgtacc accacttccg gtgacccatt cttcggatgc tcagggttct 
1260 

ggggatgcta cagttcatca gagaagaaat gggtctaaag atagcctgat ggaagaaaaa 
1320 

cctcagacat ctacaaacaa cctggctgga aaacacacag caaaaacaat aaaaactata 
1380 

caagcttccc gcctcaagac agagacttga tcctgatgaa gggtcaaggg taggggtggg 
1440 

aaggttgtg 
1449 

<210> 3860 

<211> 348 • 
<212> PRT 

<213> Homo sapiens 
<400> 3860 

Tyr Lys Asn Lys Lys Gin Val Gly Lys Tyr Phe Trp Pro Arg lie Thr 

1 5 10 15 

Lys Val His Phe Lys Glu Thr Gin Phe Glu Leu Arg Val Leu Gly Lys 

20 25 30 

Asp Cys Asn Glu Thr Ser Phe Phe Phe Glu Ala Arg Ser Lys Thr Ala 

35 40 45 

Cys Lys His Leu Trp Lys Cys Ser Val Glu His His Thr Phe Phe Arg 

SO 55 60 

Met Pro Glu Asn Glu Ser Asn Ser Leu Ser Arg Lys Leu Ser Lys Phe 
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65 










70 










75 










80 


Gly 


Ser 


He 


Arg 


Tyr 


Lys 


His 


Arg 


Tyr 


Ser 


Gly Arg 


Thr 


Ala 


Leu 


Gin 










85 










90 










95 




Met 


Ser 


Arg 


Asp 


Leu 


Ser 


He 


Gin 


Leu 


Pro 


Arg 


Pro 


Asp 


Gin 


Asn 


Val 








100 










105 










110 






Thr 


Arg 


Ser 


Arg 


Ser 


Lys 


Thr 


Tyr 


Pro 


Lys 


Arg 


He 


Ala 


Gin 


Thr 


Gin 






115 










120 










125 








Pro 


Ala 


Glu 


Ser 


Asn 


Thr 


He 


Ser 


Arg 


He 


Thr 


Ala 


Asn 


Met 


Glu 


Asn 




130 










135 










140 










Gly Glu 


Asn 


Glu 


Gly 


Thr 


He 


Lys 


He 


lie 


Ala 


Pro 


Ser 


Pro 


Val 


Lys 


145 










150 




















160 


Ser 


Phe 


Lys 


Lys 


Ala 


Lys 


Asn 


Glu 


Asn 


Ser 


Pro 


Asp 


Thr 


Gin Arg 


Ser 










165 










170 










175 




Lys 


Ser 


His 


Ala 


Pro 


Trp 


Glu 


Glu 


Asn Gly 


Pro 


Gin 


Ser 


Gly Leu 


Tyr 








XBO 










185 










190 






Asn 


Ser 


Pro 


Ser 


Asp 


Arg 


Thr 


Lys 


Ser 


Pro 


Lys 


Phe 


Pro 


Tyr 


Thr 


Arg 






195 










200 










205 








Arg 


Arg 


Asn 


Pro 


Ser 


Cys 


Gly Ser Asp 


Asn 


Asp 


Ser 


Val 


Gin 


Pro 


Val 




210 










215 










220 










Arg 


Arg 


Arg 


Lys 


Ala 


His 


Asn 


Ser Gly Glu 


Asp 


Ser 


ASp 


Leu 


Lys 


Gin 


225 










230 










235 










240 


Arg 


Arg 


Arg 


Ser 


Arg 


Ser 


Arg 


Cys 


Asn 


Thr 


Ser 


Ser 


Gly 


Ser 


Glu 


Ser 










245 










250 










255 




Glu 


Asn 


Ser 


Asn 


Arg 


Glu 


His 


Arg 


Lys 


Lys 


Arg 


Asn 


Arg 


He Arg 


Gin 








260 










265 










270 






Glu 


Asn 


Asp 


Met 


Val 


Asp 


Ser 


Ala 


Pro 


Gin 


Trp 


Glu 


Ala 


Val 


Leu 


Arg 






275 










280 










285 








Arg 


Gin 


Lys 


Glu 


Lys 


Asn 


Gin 


Ala 


Asp 


Pro 


Asn 


Asn 


Arg 


Arg 


Ser 


Arg 




290 










295 










300 










His 


Arg 


Ser 


Arg 


Ser 


Arg 


Ser 


Pro 


Asp 


He 


Gin 


Ala 


Lys 


Glu 


Glu 


Leu 


305 










310 










315 










320 


Trp 


Lys 


His 


He 


Gin 


Lys 


Glu 


Leu 


Val 


Asp 


Pro 


Ser 


Gly Leu Ser 


Glu 










325 










330 










335 




Glu 


Gin 


Leu 


Lys 


Glu 


He 


Pro 


Tyr 


Thr 


Lys 


He 


Glu 











340 345 

<210> 3861 

<211> 748 

<212> DNA 

<213> Homo sapiens 

<400> 3861 

nagattggag tccggccgcc ccccgacagc agccgcctcc tgccttcctc gctgctaggc 
60 

gccaccatgt cgggagacaa acttctgagc gaactcggtt ataagctggg ccgcacaatt 
120 

ggagagggca gctactccaa ggtgaaggtg gccacatcca agaagtacaa gggtaccgtg 
180 

gccatcaagg tggtggaccg gcggcgagcg cccccggact tcgtcaacaa gttcctgccg 
240 

cgagagctgt ccatcctgcg gggcgtgcga cacccgcaca tcgtgcacgt cttcgagttc 
300 

atcgaggtgt gcaacgggaa actgtacatc gtgatggaag cggccgccac cgacctgctg 
360 
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caagccgtgc agcgcaacgg gcgcatcccc ggagttcagg cgcgcgacct ctttgcgcag 
420 

atcgccggcg ccgtgcgcta cctgcacgat catcacctgg tgcaccgcga cctcaagtgc 
480 

gaaaacgtgc tgctgagccc ggacgagcgc cgcgtcaagc tcaccgactt cggcttcggc 
54 0 

cgccaggccc atggctaccc agacctgagc. accacctact gcggctcagc cgtacgcgtc 
600 

acccgagtca tgcatttctt gagcacctac tgtctgccag gccccagagc tcatggcgaa 
660 

gagacttggg cccatccctg ccgaaaacga gacaattgaa aagtcaagta aaataaaaga 
720 

atgacatgga aataaaaaaa aaaaaaaa 
748 

<210> 3862 
<211> 210 
<212> PRT 

<213> Homo sapiens 
<400> 3862 

Met Ser Gly Asp Lys Leu Leu Ser Glu Leu Gly Tyr Lys Leu Gly Arg 

1 5 10 15 

Thr lie Gly Glu Gly Ser Tyr Ser Lys Val Lys Val Ala Thr Ser Lys 

20 25 30 

Lys Tyr Lys Gly Thr Val Ala He Lys Val Val Asp Arg Arg Arg Ala 

35 40 45 

Pro Pro Asp Phe Val Asn Lys Phe Leu Pro Arg Glu Leu Ser He Leu 

50 55 60 

Arg Gly Val Arg His Pro His He Val His Val Phe Glu Phe He Glu 
65 70 75 80 

Val Cys Asn Gly Lys Leu Tyr lie Val Met Glu Ala Ala Ala Thr Asp 

85 90 95 

Leu Leu Gin Ala Val Gin Arg Asn Gly Arg He Pro Gly Val Gin Ala 

100 105 110 

Arg Asp Leu Phe Ala Gin He Ala Gly Ala Val Arg Tyr Leu His Asp 

115 120 125 

His His Leu Val His Arg Asp Leu Lys Cys Glu Asn Val Leu Leu Ser 

130 135 140 

Pro Asp Glu Arg Arg Val Lys Leu Thr Asp Phe Gly Phe Gly Arg Gin 
145 150 155 160 

Ala His Gly Tyr Pro Asp Leu Ser Thr Thr Tyr Cys Gly Ser Ala Val 

165 170 175 

Arg Val Thr Arg Val Met His Phe Leu Ser Thr Tyr Cys Leu Pro Gly 

180 185 190 

Pro Arg Ala His Gly Glu Glu Thr Trp Ala His Pro Cys Arg Lys Arg 
195 200 205 

Asp Asn 
210 

<210> 3863 

<211> 341 . 

<212> DNA 

<213> Homo sapiens 
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<400> 3863 

acgcgtgaag ggggatccag atgctgataa 
60 

ctcactttga ggcttcctat tttctttaat 
120 

agttttgctc tcagttggga ctctgggaaa 
180 

ttctggtcga ggctccccga gaaccatctg 
240 

gtccaggctg acggtacatt ccaggctagc 
300 

tttatcaatc gcttgggaca agccattga, 
341 

<210> 3864 
<211> 108 
<212> PRT 

<213> Homo sapiens 
<400> 3864 

Met Ala Cys Pro Lys Arg Leu He 

1 5 
He Gly Trp Leu Ala Trp Asn Val 
20 

Leu Gly Cys Gin Pro Met Ala Arg 

35 40 
Lys Asn Leu Val Glu He Ser His 

50 55 
Leu Arg Ala Lys Leu Lys Cys Pro 
65 70 
Lys Lys He Gly Ser Leu Lys Val 
85 

Gly Leu Arg Tyr Gin His Leu Asp 
100 

<210> 3865 

<211> 492 

<212> DNA 

<213> Homo sapiens 

<400> 3865 

nattgcaaaa caatatatga cacgtctttt 
60 

aatcaggaat tgacgataag cttactacat 
120 

gagacctatg tgaagcccac ttaattttct 
180 

tattctgaca cttgtttcat gcagccatac 
240 

ttgctcacaa ggtttcagga taattaatac 
300 

tctcctattt acttcactac aactacagct 
360 



cgaaggccca tcagcaggaa ctcctcacag 
cctggggtac agctcccacc tggacacttc 
aaaactgtgt ggctgatctc cacgaggttc 
gccatgggct ggcagccgag ttctcgcagt 
catcctatca taatcgaatc tgagtagatt 
ttttcggaga g 



Lys 


lie 


Tyr 


Ser 


Asp 


Ser 


He 


Met 




10 










15 




Pro 


Ser 


Ala 


Trp 


Thr 


Leu 


Arg 


Glu 


25 










30 






Trp 


Phe 


Ser 


Gly 


Ser 


Leu 


Asp 


Gin 










45 








Thr 


Val 


Phe 


Phe 


Pro 


Glu 


Ser 


Gin 








60 










Gly 


Gly 


Ser 


Cys 


Thr 


Pro 


Gly 


Leu 






75 










80 


Ser 


Cys 


Glu 


Glu 


Phe 


Leu 


Leu 


Met 




90 










95 




Pro 


Pro 


Ser 


Arg 











105 



accagccaca accttcaaca aaccaatatt 
tttgaaatta tctgactttc ctcatgaaat 
gaaacttcac atcatgtacc ttcattgtaa 
cagtcacaac tttaaatttt tagtcagact 
aaatggtttg ggccagccat cacacagcag 
ttcattcttc attacattac tttttctgag 
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tagtctgggt caaatagtac aaactgaata ttccttaacc aaaatgcttg gaagtaggcc 
420 

gggagcagcg gctcacccct gtaatcccag cattttggga ggccaaagca gacagatcac 
480 

tcaaggtcag ca 
492 

<210> 3866 
<211> 109 
<212> PRT 

<213> Homo sapiens 
<400> 3866 

Met Tyr Leu His Cys Asn lie Leu ThrLeu Val Ser Cys Ser His Thr 

1 5 10 15 

Ser His Asn Phe Lys Phe Leu Val Arg Leu Cys Ser Gin Gly Phe Arg 

20 25 30 

lie lie Asn Thr Asn Gly Leu Gly Gin Pro Ser His Ser Ser Leu Leu 

35 40 45 

Phe Thr Ser Leu Gin Leu Gin Leu Ser Phe Phe lie Thr Leu Leu Phe 

50 55 60 

Leu Ser Ser Leu Gly Gin lie Val Gin Thr Glu Tyr Ser Leu Thr Lys 
65 70 75 80 

Met Leu Gly Ser Arg Pro Gly Ala Ala Ala His Pro Cys Asn Pro Ser 

85 90 95 

lie Leu Gly Gly Gin Ser Arg Gin lie Thr Gin Gly Gin 
100 105 

<210> 3867 

<211> 1032 

<212> DNA 

<213> Homo sapiens 

<400> 3867 

acgcgtgaag gggagctccg gaagaatctg gaggagctat tccaggtgaa gatggaacgg 
60 

gagcagcatc agactgagat cagggatctc caggaccagc tctcagaaat gcacgatgaa 
120 

ctggacagtg caaagcgatc ggaggacagg gagaagggag ctctgattga ggagctctta 
180 

caggcaaaac aggatcttca agatctgctg attgccaaag aggagcaaga agacctcttg 
240 

agaaagcgag agcgtgaact caccgccctg aagggagccc tgaaagaaga ggtttccagc 
300 

catgatcagg agatggacaa gctgaaggag caatatgatg ctgagttgca ggccctgagg 
360 

gagagtgtgg aagaagcaac caagaatgtc gaggtcttgg cgagcaggag caacacttca 
420 

gagcaagacc aggcggggac tgaaatgcgc gtgaagcttc tgcaggagga gaatgagaag 
480 

ctgcagggaa gaagcgaaga gctggagcgg agagttgctc agcttcaaag gcagatcgag 
540 

gacctgaaag gcgatgaagc caaggcgaag gaaacgctga agaagtacga gggagaaata 
600 
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cgacagttag aggaggccct tgtgcacgcc agaaaggaag aaaaagaagc tgtgtcagcc 
660 

agaagggccc tggagaatga actggaggct gctcagggaa atctgagtca gactacccag 
720 

gagcagaagc agttgtctga gaagctcaaa gaggagagtg agcagaagga gcagctaaga 
780 

aggttgaaga acgagatgga gaatgagcgg tggcacctgg gcaaaaccat tgagaaactg 
840 

cagaaggaga tggcagacat tgttgaggcc tcccgtacct caaccctgga gctccagaac 
900 

cagctggatg agtataagga gaaaaaccgc agggagctcg cagaaatgca aagacagttg 
960 

aaggagaaaa cgctggaggc agaaaagtcc cgactgacag ccatgaaaat gcaggatgag 
1020 

atgcgtctga tg 
1032 

<210> 3868 

<211> 344 

<212> PRT 

<213> Homo sapiens 

<400> 3868 

Glu Glu Leu Phe Gin Val 
15 

lie Arg Asp Leu Gin Asp 
30 

Ser Ala Lys Arg Ser Glu 
45 

Leu Leu Gin Ala Lys Gin 
60 

Glu Gin Glu Asp Leu Leu 
75 80 
Lys Gly Ala Leu Lys Glu 
95 

Lys Leu Lys Glu Gin Tyr 
110 

Val Glu Glu Ala Thr Lys 
125 , 

Thr Ser Glu Gin Asp Gin 
140 

Gin Glu Glu Asn Glu Lys 
155 160 
Arg Val Ala Gin Leu Gin 
175 

Ala Lys Ala Lys Glu Thr 
190 

Leu Glu Glu Ala Leu Val 
205 

Ser Ala Arg Arg Ala Leu 
220 

Leu Ser Gin Thr Thr Gin 
235 240 
Glu Glu Ser Glu Gin Lys 



Thr Arg Glu Gly Glu 

1 5 
Lys Met Glu Arg Glu 
20 

Gin Leu Ser Glu Met 
35 

Asp Arg Glu Lys Gly 
50 

Asp Leu Gin Asp Leu 

Arg Lys Arg Glu Arg 
85 

Glu Val Ser Ser His 
100 

Asp Ala Glu Leu Gin 
115 

Asn Val Glu Val Leu 
130 

Ala Gly Thr Glu Met 
145 

Leu Gin Gly Arg Ser 
165 

Arg Gin lie Glu Asp 
180 

Leu Lys Lys Tyr Glu 
195 

His Ala Arg Lys Glu 
210 

Glu Asn Glu Leu Glu 
225 

Glu Gin Lys Gin Leu 



Leu Arg Lys Asn Leu 
10 

Gin His Gin Thr Glu 
25 

His Asp Glu Leu Asp 
40 

Ala Leu lie Glu Glu 
55 

Leu lie Ala Lys Glu 
70 

Glu Leu Thr Ala Leu 
90 

Asp Gin Glu Met Asp 
105 

Ala Leu Arg Glu Ser 
120 

Ala Ser Arg Ser Asn 
135 

Arg Val Lys Leu Leu 
150 

Glu Glu Leu Glu Arg 
170 

Leu Lys Gly Asp Glu 
185 

Gly Glu lie Arg Gin 
200 

Glu Lys Glu Ala Val 
215 

Ala Ala Gin Gly Asn 
230 

Ser Glu Lys Leu Lys 
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245 250 255 

Glu Gin Leu Arg Arg Leu Lys Asn Glu Met Glu Asn Glu Arg Trp His 

260 265 270 

Leu Gly Lys Thr lie Glu Lys Leu Gin Lys Glu Met Ala Asp lie Val 

275 280 285 

Glu Ala Ser Arg Thr Ser Thr Leu Glu Leu Gin Asn Gin Leu Asp Glu 

290 295 300 

Tyr Lys Glu Lys Asn Arg Arg Glu Leu Ala Glu Met Gin Arg Gin Leu 
305 310 315 320 

Lys Glu Lys Thr Leu Glu Ala Glu Lys Ser Arg Leu Thr Ala Met Lys 

325 330 335 

Met Gin Asp Glu Met Arg Leu Met 
340 

<210> 3869 

<211> 1226 

<212> DNA 

<213> Homo sapiens 

<400> 3869 

ttttttttgg ctttgggtat tttttttgtc ttcttttctt tttttaagat caatattcat 
60 

tcttcatttg ccctcgtaac gaaaatagat ttttaaatgc ctcaaatata caaacatcat 
120 

tgatgcacac acattccaga aatgcagagg tatgctgctg ccacggggta ggggtgcggg 
180 

aggcggcctg gcctcatggc cgcagaccgt gccccagccc gggcctggca ggtagctggc 
240 

cactgataaa tgccactggg atcctaggag aagctgggga ccatgcgtga ggtactgaag 
300 

gggaccatgg tggatggcat cctgggcact ttgtagcttg tctgagggaa aggcctctgc 
360 

tgccatagaa aagctggaca catgtcaccc tggggccctg acatcctaaa atgccccact 
420 . 

gactaccagt cactaggaga aaggtctccg gctatgccct tcccagtgat gcttgcccca 
480 

gagtgactgg tcacaggtgg gggacaggtt tgctccagaa accgtaggcc tttcttgtct 
540 

ggccccctaa agaggaccca agatcaggaa aactccccag tttaaaaaaa tatctgtcca 
600 

tctgtatata aaatacctat tattagctgg agttgcacac atgcaggacc aggagagact 
660 

gcctgaggtt ctgcctggac cgaaggaggc ctcgctcaca gcacctctgt gaggggactg 
720 

gtgctcctgg gaagtcactt ctcttggtga ccgagctgac accccctcca cttggaaagc 
780 

acagggactg agcaggcggg acctgtgctg gagggagacc ctcctggtga ggaactatgc 
840 

gggccttctg ggcctcagca gctccagccc actcctggcc tggcaggcca cctgcccacc 
900 

cacccaccca tctgcctctg gcccccagtg aagtcagaag aggcaggagc cccgcaggct 
960 

gtgagcctgg cgcaggtcgg ctgacagcga gcttctcatc tgcctggtgg tagagcggac 
1020 
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gctctcggca gcctgcacgg cccggctcag ggccttgttg agctcctcta ggtcgcccag 
1080 

gtcgagctgg atggagtgcc ggtgtctccg ggctggtggg ggagaggctg tgggcggcca 
1140 

cttggcagct ggttgggctg aggtaggtcc tgcaggcgca tagtacacag cggcaggtgg 
1200 

ataaggcatg atgggaaccg aggaga 
1226 

<210> 3870 

<211> 100 

<212> PRT 

<213> Homo sapiens 

<400> 3870 



Met 


Ala 


Ala 


Glu 


Ala Phe 


Pro 


Ser 


Asp 


Lys 


Leu 


Gin 


Ser 


Ala 


Gin 


Asp 


l 








5 








10 










15 




Ala 


He 


His 


His 


Gly Pro 


Leu 


Gin 


Tyr 


Leu 


Thr 


His 


Gly 


Pro 


Gin 


Leu 








20 








25 










30 






Leu 


Leu 


Gly 


Ser 


Gin Trp 


His 


Leu 


Ser 


Val 


Ala 


Ser 


Tyr 


Leu 


Pro 


Gly 






35 








40 










45 








Pro 


Gly Trp 


Gly 


Thr Val 


Cys 


Gly His 


Glu 


Ala 


Arg 


Pro 


Pro 


Pro 


Ala 




50 








55 










60 










Pro 


Leu 


Pro 


Arg 


Gly Ser 


Ser 


He 


Pro 


Leu 


His 


Phe 


Trp Asn Val 


Cys 


65 








70 










75 










80 


Ala 


Ser 


Met 


Met 


Phe Val 


Tyr 


Leu 


Arg 


His 


Leu 


Lys 


He 


Tyr 


Phe 


Arg 



85 90 95 



Tyr Glu Gly Lys 
100 

<210> 3871 

<211> 473 

<212> DNA 

<213> Homo sapiens 

<400> 3871 

nggatcctta tggagtaact tctgtgggac atcctgcatc ccttccaagc ttgggtgaga 
60 

tgcctcacat ttcccagtgc ttcctctgca cccctccatt ggagtaaaaa ccacagtttg 
120 

tgggatggtt gagttgacag ctctgaatcc cagaaacctt aattttggct tatcttttga 
180 

taggctgagg gaaaatacaa agatgatcct gttgatctcc gccttgatat tgaacgtcgt 
240 

aaaaaacata aggagagaga tcttaaacga ggtaaatcga gagaatcagt ggattcccga 
300 

gactccagtc actcaaggga aaggtcagct gaaaaaacag agaaaactca taaaggatca 
360 

aagaaacaga agaaagacct ctgagagccg agacaagctg ggagcgaaag gagattttcc 
420 

cacaggaaag tcttcctttt ccattactcg agaggcacag gtcaatgtcc gga 
473 

<210> 3872 
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<211> 66 

<212> PRT ' 
<213> Homo sapiens 

<400> 3872 

Ala Glu Gly Lys Tyr Lys Asp Asp Pro Val Asp Leu Arg Leu Asp lie 

1 5 10 15 

Glu Arg Arg Lys Lys His Lys Glu Arg Asp Leu Lys Arg Gly Lys Ser 

20 25 30 

Arg Glu Ser Val Asp Ser Arg Asp Ser Ser His Ser Arg Glu Arg Ser 

35 40 45 

Ala Glu Lys Thr Glu Lys Thr His Lys Gly Ser Lys Lys Gin Lys Lys 

50 55 60 

Asp Leu 
65 

<210> 3873 

<211> 869 

<212> DNA 

<213> Homo sapiens 

<400> 3873 

gacattgctg cagaacggag cgtccaccga gatccagaac agactgaagg agatcccctc 
60 

aagtgtgcat taaactcaaa gattctgtct gtaatggaag cctatcacct gtccttcgag 
120 

aggaggcaga agtcgtccga ggcccctgtg cagtccccgc agcgctccgt ggactccatc 
180 

agccaagagt cctccacttc cagcttctcc tccatgtcag ccggctcaag gcaggaggag 
240 

accaagaagg actacagaga ggtagaaaaa cttttgagag cagttgctga tggagatcta 
300 

gaaatggtgc gttacctgtt ggaatggaca gaggaggacc tggaggatgc ggaggacact 
360 

gtcagtgcag cggaccccga attctgtcac ccgttgtgcc agtgccccaa gtgtgcccca 
420 

gctcagaaga ggctggcgaa ggttcctgcc agtgggcttg gtgtgaacgt gaccagccag 
480 

gacggctcct ccccgctgca tgtcgccgcc ctgcacggcc gggcggacct catccgcctc 
540 

ctgctgaagc acggggccaa cgcaggtgcc aggaacgcag accaagccgt cccgctccac 
600 

ctggcctgcc agcagggcca ctttcaggtg gtgaagtgtc tgttagattc gaatgcaaaa 
660 

cccaataaga aggacctcag tggaaacacg cccctcattt acgcctgctc cggtggccat 
720 

cacgagcttg tggcactgct gctacagcac ggggcctcca ttaacgctct aacaataagg 
780 

ggcaacacag cgctgcacga ggctgtgatt gaaaagcacg tcttcgtggt agagctgctt 
840 

ctgctccacg gagcgtcagt taggtgctg 
869 

<210> 3874 
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<211> 289 
<212> PRT 

<213> Homo sapiens 
<400> 3874 

Asp He Ala Ala Glu Arg Ser Val His Arg Asp Pro Glu Gin Thr Glu 

1 5 10 15 

Gly Asp Pro Leu Lys Cys Ala Leu Asn Ser Lys lie Leu Ser Val Met 

20 25 30 

Glu Ala Tyr His Leu Ser Phe Glu Arg Arg Gin Lys Ser Ser Glu Ala 

35 40 45 

Pro Val Gin Ser Pro Gin Arg Ser Val Asp Ser lie Ser Gin Glu Ser 

50 55 60 

Ser Thr Ser Ser Phe Ser Ser Met Ser Ala Gly Ser Arg Gin Glu Glu 
65 70 75 80 

Thr Lys Lys Asp Tyr Arg Glu Val Glu Lys Leu Leu Arg Ala Val Ala 

85 90 95 

Asp Gly Asp Leu Glu Met Val Arg Tyr Leu Leu Glu Trp Thr Glu Glu 

100 105 110 

Asp Leu Glu Asp Ala Glu Asp Thr Val Ser Ala Ala Asp Pro Glu Phe 

115 120 125 

Cys His Pro Leu Cys Gin Cys Pro Lys Cys Ala Pro Ala Gin Lys Arg 

130 135 ' 140 

Leu Ala Lys Val Pro Ala Ser Gly Leu Gly Val Asn Val Thr Ser Gin 
145 150 - 155 160 

Asp Gly Ser Ser Pro Leu His Val Ala Ala Leu His Gly Arg Ala Asp 

165 170 175 

Leu He Arg Leu Leu Leu Lys His Gly Ala Asn Ala Gly Ala Arg Asn 

180 185 190 

Ala Asp Gin Ala Val Pro Leu His Leu Ala Cys Gin Gin Gly His Phe 

195 200 205 

Gin Val Val Lys Cys Leu Leu Asp Ser Asn Ala Lys Pro Asn Lys Lys 

210 215 220 

Asp Leu Ser Gly Asn Thr Pro Leu He Tyr Ala Cys Ser Gly Gly His 
225 230 235 240Glu Leu 

Val Ala Leu Leu Leu Gin His Gly Ala Ser lie Asn Ala 

245 250 255 

Leu Thr He Arg Gly Asn Thr Ala Leu His Glu Ala Val He Glu Lys 

260 265 270 

His Val Phe Val Val Glu Leu Leu Leu Leu His Gly Ala Ser Val Arg 
275 280 285 

Cys 



<210> 3875 

<211> 2640 

<212> DNA 

<213> Homo sapiens 

<400> 3875 

atggcggcgg cagttgtggt ggcggagggg gacagcgact cccggcccgg acaggagttg 
60 

ttagtggcct ggaacaccgt gagcaccggc ctggtgccgc cggctgcgct ggggctggtg 
120 
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tcttcccgga ccagcggtgc agtcccgcca aaggaagagg agctccgggc ggcggtggag 
180 

gttctgaggg gccacgggct acactcggtc ctggaggagt ggttcgtgga ggtgctgcag 
240 

aacgatctgc aggccaacat ctcccctgag ttctggaatg ccatctccca atgcgagaac 
300 

tctgcggatg agccccagtg ccttttgcta ctccttgacg cttttggcct gctggagagc 
360 

cgcctggatc cctacctgcg tagcctagag ctgctggaga aatggactcg cctgggcttg 
420 

ctgatgggca ctggtgctca ggggctgcga gaagaagtcc acactatgtt gcgcggagtc 
480 

ttgttcttta gcacccccag aaccttccaa gagatgatcc agcgtctgta tgggtgcttc 
540 

ttgagagtct atatgcagag taagaggaag ggggaagggg gcacagaccc ggaactggaa 
600 

ggggagctgg acagccggta tgcccgtcgc cggtactacc ggctcctgca gagcccgctg 
660 

tgtgcagggt gcagcagtga caagcaacag tgctggtgtc gccaggctct ggagcagttc 
720 

catcagctca gccaggtctt acacaggctc agtctgctgg agcgggtcag tgccgaggct 
780 

gtgaccacca ccctgcacca ggtgacccgg gagaggatgg aggaccgttg ccggggcgag 
840 

tacgagcgct ccttcctgcg tgagttccac aggtggatcg agcgggtggt cggctggctc 
900 

ggcaaggtgt tcctgcagga cggccccgcc aggcccgcat ctcccgaggc cggcaacacc 
960 

ctgcgccgct ggcgctgcca cgtgcaaagg ttcttctacc gcatctacgc cagcctgcgc 
1020 

atcgaggagc tcttcagcat cgtccgagac ttcccagact cccggccagc catcgaggac 
1080 

ctcaagtact gcctggagag gacggaccag aggcagcagc tgctcgtgtc cctcaaggct 
1140 

gccctggaga ctcggctcct gcatccaggc gtcaacacgt gtgacatcat caccctctat 
1200 

atctctgcca tcaaggcgct gcgcgtgctg gacccttcca tggtcatcct ggaggtggcc 
1260 

tgtgagccta tccgccgcta cctgaggacg cgggaggaca cagtgcggca gattgtggct 
1320 

gggctgacgg gggactcgga cgggacaggg gacctggctg ttgagctgtc caagaccgac 
1380 

ccggcgagcc tggagacagg ccaggacagt gaggatgact caggcgagcc agaggactgg 
1440 

gtcccggacc ctgtggatgc cgatccaggg aagtcgagct ccaagcggcg ttcatcggac 
1500 

atcatcagcc tgctggtcag catctacggc agcaaggacc tcttcatcaa tgagtaccgc 
1560 

tcgctgctgg ccgaccgcct gctgcaccag ttcagcttca gccccgagcg ggagatccgc 
1620 

aacgtggagc tgctgaagct gcgctttggc gaggccccaa- tgcacttctg tgaagtcatg 
1680 

ctgaaggaca tggcggactc ccgccgcatc aatgccaaca tccgggagga ggatgagaag 
1740 
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cggnnccagc agaggagcag 
1800 

tctggccgcc cttcaaggac 
1860 

gaggcttact gcaagaagta 
1920 

accctgggcc tggtgaccat 
1980 

accccagtac aggcggtgat 
2040 

gaactgagca aggcggtgaa 
2100 

ctgcagcagg gtgtgctgcg 
2160 

agcggcctca ggaccgggna 
2220 

ggcatggcct cccaggccga 
2280 

caggccatgc tgaccaacct 
2340 

atgtttgtgg tgactgggcc 
2400 

ctgcagaaga aggtgcggga 
2460 

aagaactgca gctgacacat 
2520 

gtgctctcgt cctcccgtgc 
2580 

agcatgccca cccccacccc 
2640 



ccaccgttcg gggtctacgc 
gnagaagctg gaggtccccg 
tgagcagctc aaggccatgc 
ggacgtggag ctggccgacc 
cttgctgtat tttcaggacc 
aatgcccgtg gcgctgctgc 
tgagnngagc cccccggcac 
caacatggtg ctcattgaca 
ccagaaggag gaggagctgc 
ggagagcctc tcactggatc 
tgcactggcc gagattgacc 
ccagcagctc gtctactcgg 
cgcccgcccg cccgcccgcc 
cagcccccgc ccgcccgtgt 
cgcagtgtgc agattaaagc 



tgtcatcctg tccagtgagt 
aggatatcag ggcagccctg 
ggaccctcag ttggaagcac 
gcacgctgtc tgtggcggtc 
aagccagctg gaccctggag 
ggcggcggat gtccgtgtgg 
cttctctgtc attgaggagg 
gtgacgacga gagcgactcc 
tgctcttctg gacgtacatc 
gtatctacaa catgctccgc 
tgcaggagct gcagggctac 
ccggcgtcta ccgcctgccc 
cgccaggcgc tgccctgcag 
cccagaatgc actgctgagg 
aagtcagatc atcaaaaaaa 



<210> 3876 

<211> 824 

<212> ' PRT 

<213> Homo sapiens 

<400> 3876 

Met Ala Ala Ala Val Val Val Ala 

1 5 
Gly Gin Glu Leu Leu Val Ala Trp 
20 

Pro Pro Ala Ala Leu Gly Leu Val 

35 40 
Pro Pro Lys Glu Glu Glu Leu Arg 

50 55 
His Gly Leu His Ser Val Leu Glu 
65 70 
Asn Asp Leu Gin Ala Asn lie Ser 
85 

Gin Cys Glu Asn Ser Ala Asp Glu 
100 

Asp Ala Phe Gly Leu Leu Glu Ser 
115 120 
Leu Glu Leu Leu Glu Lys Trp Thr 



Glu Gly Asp Ser Asp Ser Arg Pro 

10 15 
Asn Thr Val Ser Thr Gly Leu Val 
25 30 
Ser Ser Arg Thr Ser Gly Ala Val 
45 

Ala Ala Val Glu Val Leu Arg Gly 
60 

Glu Trp Phe Val Glu Val Leu Gin 

75 80 
Pro Glu Phe Trp Asn Ala He Ser 

90 95 
Pro Gin Cys Leu Leu Leu Leu Leu 
105 110 
Arg Leu Asp Pro Tyr Leu Arg Ser 
125 

Arg Leu Gly Leu Leu Met Gly Thr 
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130 










1 J D 


















Gly Ala 


Gin 


Gly 


Leu 


Arg 


Glu 


Glu 


Val 


His 


Thr 


Met 


Leu Arg Gly 


vai 


145 










150 










155 








Xb u 


Leu 


Phe 


Phe 


Ser 


Thr 
165 


Pro 


Arg 


Thr 


Phe 


Gin 
170 


Glu 


Met 


He 


Gin Arg 
175 


Leu 


Tyr Gly 


Cys 


Phe 


Leu 


Arg 


Val 


Tyr 


Met 


Gin 


Ser 


Lys 


Arg Lys Gly 


UlU 








180 










185 










190 




Gly Gly 


Thr Asp 


Pro 


Glu 


Leu 


Glu Gly 


Glu 


Leu 


Asp 


Ser 


Arg Tyr 


Ala 






195 










200 










205 






Arg 


Arg 


Arg 


Tyr 


Tyr 


Arg 


Leu 


Leu 


Gin 


Ser 


Pro 


Leu 


Cys Ala Gly 


Cys 




210 










215 


















Ser 


Ser 


Asp 


Lys 


Gin 


Gin 


Cys 


Trp 


Cys 


Arg 


Gin 


Ala 


Leu 


Glu Gin 


Phe 


225 










230 










235 








Z*±\J 


His 


Gin 


Leu 


Ser 


Gin 


Val 


Leu 


His 


Arg 


Leu 


Ser 


Leu 


Leu Glu Arg 


Val 










245 










250 








255 




Ser 


Ala 


Glu 


Ala 
260 


Val 


Thr 


Thr 


Thr 


Leu 
265 


His 


Gin 


Val 


Thr 


Arg Glu 
270 


Arg 


Met 


Glu 


Asp 


Arg 


Cys 


Arg Gly 


Glu 


Tyr 


Glu 


Arg 


Ser 


Phe 


Leu Arg 


Glu 






275 










280 










285 






Phe 


His 


Arg 


Trp 


He 


Glu 


Arg 


Val 


Val 


Gly Trp 


Leu 


Gly Lys Val 


Phe 




290 










295 










300 








Leu 


Gin 


Asp Gly 


Pro 


Ala 


Arg 


Pro 


Ala 


Ser 


Pro 


Glu 


Ala Gly Asn 


Thr 


305 










310 










315 








320 


Leu 


Arg 


Arg 


Trp 


Arg 


Cys 


His 


Val 


Gin 


Arg 


Phe 


Phe 


Tyr Arg He 


Tyr 










325 










330 








335 




Ala 


Ser 


Leu 


Arg 
34 0 


He 


Glu 


Glu 


Leu 


Phe 
345 


Ser 


He 


Val 


Arg 


Asp Phe 
350 


Pro 


Asp 


Ser 


Arg 


Pro 


Ala 


He 


Glu 


Asp 


Leu 


Lys 


Tyr 


Cys 


Leu Glu Arg 


Thr 






355 










360 










365 






Asp 


Gin 
370 


Arg 


Gin 


Gin 


Leu 


Leu 
375 


Val 


Ser 


Leu 


Lys 


Ala 
380 


Ala 


Leu Glu 


Thr 


Arg 


Leu 


Leu 


His 


Pro 


Gly Val 


Asn 


Thr 


Cys 


Asp 


He 


He 


Thr Leu 


Tyr 


IOC 

Job 










390 










395 








a r\f\ 
4 UU 


lie 


Ser 


Ala 


He 


Lys 
405 


Ala 


Leu 


Arg 


Val 


Leu 
410 


Asp 


Pro 


Ser 


Met Val 
415 


Tin 

He 


Leu 


Glu 


Val 


Ala 
420 


Cys 


Glu 


Pro 


He 


Arg 
425 


Arg 


Tyr 


Leu 


Arg 


Thr Arg 
430 


bill 


Asp 


Thr 


val 


Arg 


Gin 


He 


Val 


Ala Gly 


Leu Thr Gly 


Asp 


Ser Asp 


ui y 






435 










440 










445 






Thr 


Gly 
450 


Asp 


Leu 


Ala 


Val 


Glu 
455 


Leu 


Ser 


Lys 


Thr 


Asp 
460 


Pro 


Ala Ser 


Leu 


Glu 


Thr 


Gly Gin Asp 


Ser 


Glu 


Asp 


Asp 


Ser Gly Glu 


Pro 


Glu Asp 




465 










470 










475 








480 


Val 


Pro 


Asp 


Pro 


Val 


Asp 


Ala 


Asp 


Pro 


Gly Lys 


Ser 


Ser 


Ser Lys 


Arg 










485 










490 








495 




Arg 


Ser 


Ser 


Asp 


lie 


He 


Ser 


Leu 


Leu 


Val 


Ser 


lie 


Tyr Gly Ser 


Lys 








500 










505 










510 




Asp 


Leu 


Phe 
515 


He 


Asn 


Glu 


Tyr 


Arg 
520 


Ser 


Leu 


Leu 


Ala 


Asp 
525 


Arg Leu 


Leu 


His 


Gin 
530 


Phe 


Ser 


Phe 


Ser 


Pro 
535 


Glu 


Arg 


Glu 


lie 


Arg 
540 


Asn 


Val Glu 


Leu 


Leu 


Lys 


Leu Arg 


Phe 


Gly Glu 


Ala 


Pro 


Met 


His 


Phe 


Cys 


Glu Val 


Met 


545 










550 










555 








560 


Leu 


Lys 


Asp 


Met 


Ala 


Asp 


Ser 


Arg Arg 


He 


Asn 


Ala 


Asn 


He Arg 


Glu 
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565 570 575 

Glu Asp Glu Lys Arg Xaa Gin Gin Arg Ser Ser His Arg Ser Gly Ser 

580 585 590 

Thr Leu Ser Ser Cys Pro Val Ser Ser Gly Arg Pro Ser Arg Thr Xaa 

595 600 605 

Lys Leu Glu Val Pro Glu Asp lie Arg Ala Ala Leu Glu Ala Tyr Cys 

610 615 620 

Lys Lys Tyr Glu Gin Leu Lys Ala Met Arg Thr Leu Ser Trp Lys His 
625 630 635 640 

Thr Leu Gly Leu Val Thr Met Asp Val Glu Leu Ala Asp Arg Thr Leu 

645 650 655 

Ser Val Ala Val Thr Pro Val Gin Ala Val lie Leu Leu Tyr Phe Gin 

660 665 670 

Asp Gin Ala Ser Trp Thr Leu Glu Glu Leu Ser Lys Ala Val Lys Met 

675 680 685 

Pro Val Ala Leu Leu Arg Arg Arg Met Ser Val Trp Leu Gin Gin Gly 

690 695 700 

Val Leu Arg Glu Xaa Ser Pro Pro Ala Pro Ser Leu Ser Leu Arg Arg 
705 710 715 720 

Ser Gly Leu Arg Thr Gly Xaa Asn Met Val Leu lie Asp Ser Asp Asp 

725 730 735 

Glu Ser Asp Ser Gly Met Ala Ser Gin Ala Asp Gin Lys Glu Glu Glu 

740 745 750 

Leu Leu Leu Phe Trp Thr Tyr lie Gin Ala Met Leu Thr Asn Leu Glu 

755 760 765 

Ser Leu Ser Leu Asp Arg lie Tyr Asn Met Leu Arg Met Phe Val Val 

770 775 780 

Thr Gly Pro Ala Leu Ala Glu lie Asp Leu Gin Glu Leu Gin Gly Tyr 
7B5 790 795 800 

Leu Gin Lys Lys Val Arg Asp Gin Gin Leu Val Tyr Ser Ala Gly Val 

805 810 815 

Tyr Arg Leu Pro Lys Asn Cys Ser 
820 



<210> 3877 

<211> 1112 

<212> DNA 

<213> Homo sapiens 

<400> 3877 

nngaattcca tgaaacatga 
60 

gttaatggct cattaggtga 
120 

aactatattc agcctcaaaa 
180 

tcccctagca gttctgaaaa 
240 

aagtccttaa gtcttagtgc 
300 

agtaccacaa agacagaagc 
360 

ctcaagaaat caccaaaggt 
420 



ggatcccagt atcatatcca 
agtgactcca tgccaacatg 
aagacagacc acttttgaaa 
gagaagtaag aatcctattt 
aaagactcac aacataggct 
ttcacaggaa gagcggtctg 
ctcatccaag gacactcggg 



tggaagatgg gtccccatat 
caaagaaggc gaatggccca 
gccaggatcg caaggcagtg 
ctaggccatt agaaggtaag 
ttgacaaaga cagctgccat 
attcaagcgg cctcacatct 
aaatcaaaac tgatttctca 
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ctttctatta gtaattcgtc agatgtgagt gctaaagata agcatgctga agacaatgag 
480 

aagcgtttgg cagccttgga agcgaggcaa aaagcaaaag aagtgcagaa gaagctggtg 
540 

cataatgctc tggcaaattt ggatggtcat ccagaggata agccaacgca catcatcttc 
600 

ggttctgaca gtgaatgtga aacagaggag acatcgactc aggagcagag ccatccagga 
660 

gaggaatggg tgaaagagtc tatgggtaaa acatcaggga agctgtttga tagcagtgat 
720 

gatgaggaat ctgattctga agatgacagt aataggttca aaattaaacc tcagtttgag 
780 

ggcagagctg gacagaagct catggattta cagtcgcact ttggcaccga tgacagattc 
840 

cgcatggact ctcgatttct agaaactgac agtgaagagg aacaggaaga ggtaaatgaa 
900 

aagaaaactg ctgaggaaga agagcttgct gaagaaaaaa agaaagccct gaatgttgta 
960 

caaagtgttt tgcaaatcaa cttaagcaat tctacaaaca gaggatcagt agctgctaag 
1020 

aaatttaagg acatcataca ttatgatcca acgaagcaag accatgccac ttacgaaaga 
1080 

aaaagagatg ataaaccaaa agaaagtaaa gc 
1112 

<210> 3878 

<211> 370 

<212> PRT 

<213> Homo sapiens 

<400> 3878 

Xaa Asn Ser Met Lys His Glu Asp Pro Ser lie He Ser Met Glu Asp 

1 5 10 15 

Gly Ser Pro Tyr Val Asn Gly Ser Leu Gly Glu Val Thr Pro Cys Gin 

20 25 30 

His Ala Lys Lys Ala Asn Gly Pro Asn Tyr He Gin Pro Gin Lys Arg 

35 40 45 

Gin Thr Thr Phe Glu Ser Gin Asp Arg Lys Ala Val Ser Pro Ser Ser 

50 55 60 

Ser Glu Lys Arg Ser Lys Asn Pro He Ser Arg Pro Leu Glu Gly Lys 
65 70 75 80 

Lys Ser Leu Ser Leu Ser Ala Lys Thr His Asn He Gly Phe Asp Lys 

85 90 95 

Asp Ser Cys His Ser Thr Thr Lys Thr Glu Ala Ser Gin Glu Glu Arg 

100 105 HO 

Ser Asp Ser Ser Gly Leu Thr Ser Leu Lys Lys Ser Pro Lys Val Ser 

115 120 125 

Ser Lys Asp Thr Arg Glu He Lys Thr Asp Phe Ser Leu Ser lie Ser 

130 135 140 

Asn Ser Ser Asp Val Ser Ala Lys Asp Lys His Ala Glu Asp Asn Glu 
145 150 155 160 

Lys Arg Leu Ala Ala Leu Glu Ala Arg Gin Lys Ala Lys Glu Val Gin 

165 170 175 

Lys Lys Leu Val His Asn Ala Leu Ala Asn Leu Asp Gly His Pro Glu 



3022 



WO 00/58473 PCT/US00/08621 



190 

Glu Cys Glu Thr 
205 

Glu Glu Trp Val 

Asp Ser Ser Asp 
240 

Phe Lys lie Lys 
255 

Asp Leu Gin Ser 
270 

Arg Phe Leu Glu 
285 

Lys Lys Thr Ala 

Leu Asn Val Val 
320 

Asn Arg Gly Ser 
335 

Asp Pro Thr Lys 
350 

Lys Pro Lys Glu 
365 



<210> 3879 

<211> 2769 

<212> DNA 

<213> Homo sapiens 

<400> 3879 

ntcatgacca cattcagtca gctccgagac ctccacctgg aggggaactt cctacaccgc 
60 

ctccccagcg aggtcagtgc cctgcagcac ctcaaggcca ttgacctgtc ccggaaccag 
120 

ttccaggact tccctgagca gcttaccgcc ctgccggcgc tggagaccat caacctggag 
180 

gagaacgaga tcgtagatgt gcccgtggag aagctggccg ccatgccagc cttgcgcagc 
240 

atcaacctcc gcttcaaccc actcaacgcc gaggtgcgcg tgatcgcccc gccgctcatc 
300 

aagtttgaca tgctcatgtc tccggaaggc gcaagagccc ccctacctta ggccaccctc 
360 

ctcatgccca cccagcaagg gacagaggcc acaggcctgg aaccctggaa gggagggagg 
420 

cccatgggag gccaagcctg ggggctgggg gcgggtgggc caagcagcac gtggtgggtg 
480 

9ggtgcagct ggtctggata gatagcttac agcagtagtg ggctctggaa tgcccaaggg 
540 

aagaggcaag gtggggcctg cagcctggac tcggcactca cagctgctgt gcaaactcag 
600 

gcagatctcc tgccctctct gagccttgtc acttgaaaaa aacaggaccc tttccctcct 
660 



180 185 
Asp Lys Pro Thr His lie lie Phe Gly Ser Asp Ser 

195 200 
Glu Glu Thr Ser Thr Gin Glu Gin Ser His Pro Gly 
210 215 220 

Lys Glu Ser Met Gly Lys Thr Ser Gly Lys Leu Phe 
225 230 235 

Asp Glu Glu Ser Asp Ser Glu Asp Asp Ser Asn Arg 

245 250 
Pro Gin Phe Glu Gly Arg Ala Gly Gin Lys Leu Met 

260 265 
His Phe Gly Thr Asp Asp Arg Phe Arg Met Asp Ser 

275 280 
Thr Asp Ser Glu Glu Glu Gin Glu Glu Val Asn Glu 
290 - 295 300 

Glu Glu Glu Glu Leu Ala Glu Glu Lys Lys Lys Ala 
305 310 315 

Gin Ser Val Leu Gin lie Asn Leu Ser Asn Ser Thr 

325 330 
Val Ala Ala Lys Lys Phe Lys Asp lie lie His Tyr 

340 345 
Gin Asp His Ala Thr Tyr Glu Arg Lys Arg Asp Asp 
355 360 

Ser Lys 
370 
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ttgggctccc tggaggtttt taagcagtac 
720 

cacaggtggg cattgccagg tattttctga 
780 

tgctgagagc cagttgctgc cctgagaaga 
840 

tgagaactga cctggatgcg gccctctgea 
900 

actggtggga acctgaacta ggagtcctgg 
960 

tgctgcaggg caagaacatt catgtaggag 
1020 

caagtcacgt cagctctgtc attccccaca 
1080 

agtgctccgt ccctctagca tcactcctga 
1140 ~ 

gagtcagtta cacctgcagc tcttgtctaa 
1200 

cagtccagca gcagcctggc tgccttgtca 
1260 

ccacgggatt tgtagccagc cagctcccag 
1320 

cttctgaggc cctcaacctg gcatcttagg 
1380 

cctggtttcc caggacatgg aactttcaat 
1440 

ggatggttgg tcccctacca ggagagggcc 
1500 

gcttgaagaa ccttgactgc ttggtcctca 
1560 

tggagcaagc caactcagtg ccccagaccc 
1620 

agagacacct gaggccccag agcttgaggc 
1680 

tggacgagtg gccactttac tactcctaag 
1740 

cagagcagta atccctgctc agaatgctcc 
1800 

tctcttggga aggaactgat aggtcgggcc 
1860 

ctcaagagac tctgttcatt ctgctcgtat 
1920 

aagggttttc aggatgagga ggtcaagaca 
1980 

ggtgttgggg gcaagtgggg gctgaagtcc 
2040 

gtgccctgga gtggggtttc tccttgttga 
2100 

acacaatgta tgaccagagc cttgcaactc 
2160 

tgacacctgg gagcttgtta ggaatgcaga 
2220 

agaccctgca ttttagcaag acccccagct 
2280 



gtgcctccaa gttacctcca gatcagcagg 
gcccctgcgg gtttgaggcc ttgtttttag 
gaagacaacc tccatctatt tattgcttcc 
gggcccagtc ttcagtcctg tggtccctgg 
gagagctgtg gtgggaatat gggctggcac 
cccgaggacc agcaggctgg gaatggggag 
gttaacaaat tggcggggtg ggaagtcctg 
gctgcgggag aggtggccca gagaacagca 
agtgattaga tggccaccct caccactgtc 
tggcctcctg ggggcagaag gcgatgtgga 
gccaacgccc aaagccctga tgacctggtt 
gtatggtcag gcaacagggt gaccagctgt 
gctaaaactg ggacattacc cagcaagtgg 
tggggctctt gcttcccgag aacgcctgtg 
ggtatctacc tcccaccttc tcctcatctg 
cacctgatct gcatctttgt ttgcatctcc 
aaagccaggc cgtccaaatc ctgtgtgccg 
gctaagatgt tgagagctca gaccactgct 
cagttcectc gfcccctgccc aggtctcttg 
attgttgggc catcattgag cgctcagtat 
cccaaggcct ggttggtcaa actctgggca 
ggatgtccag acjctaccgag ttcatctgtg 
tgtgcaggct gcgctggccc cacctgcctt 
agaagaggca tccttctctg atgtgcacaa 
aaagtgtggt ctgtggacca gcagcggcag 
gtctaggcct caccctatac ctcccgactc 
gattcctata agcactttag agtttgagaa 
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gcaaggacct aggctgggga tgtcctccga gcagagggtg aagtttctct cagttctctc 
2340 

cctgccactt ccagggatct gagcctgtgt tcagcctcct ccctaaccca ccctgggaga 
2400 

cacttggcct gttagattgt tccagagtct gcatggcact cctgaagaag ggagtgtgac 
2460 

ctgcagtcac caggagatga gggttaggtg tgcccagccc tccagacccg gcctttctgg 
2520 

ttaacccctg catgccaagc tgcctgctgc cccaggtcct cacctcaggc ctttgaaggg 
2580 

gcagcttctg gaagttgttt tctcctctgc ttggagagtt tgcccttgtc tgtcttggaa 
2640 

agtgtgggca gccacagatg cccccaaatc agagctcaca gtgagtgagc ccctaagctt 
2700 

cagtctgcaa taaagaatgc attggtttca aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
2760 

aaaaaaaaa 
2769 

<210> 3880 
<211> 116 
<212> PRT 

<213> Homo sapiens 
<400> 3880 

Xaa Met Thr Thr Phe Ser Gin Leu Arg Asp Leu His Leu Glu Gly Asn 

1 5 10 15 

Phe Leu His Arg Leu Pro Ser Glu Val Ser Ala Leu Gin His Leu Lys 

20 25 30 

Ala lie Asp Leu Ser Arg Asn Gin Phe Gin Asp Phe Pro Glu Gin Leu 

35 40 45 

Thr Ala Leu Pro Ala Leu Glu Thr lie Asn Leu Glu Glu Asn Glu lie 

50 55 60 

Val Asp Val Pro Val Glu Lys Leu Ala Ala Met Pro Ala Leu Arg Ser 
65 70 75 80 

lie Asn Leu Arg Phe Asn Pro Leu Asn Ala Glu Val Arg Val He Ala 

85 90 95 

Pro Pro Leu He Lys Phe Asp Met Leu Met Ser Pro Glu Gly Ala Arg 

100 105 110 

Ala Pro Leu Pro 
115 

<210> 3881 
<211> 1393 
<212> DNA 

<213> Homo sapiens 
<400> 3881 

gatctgggtc cctggagcca gtacgctcct ccagagtgga gccaggggga cagtggagcc 
60 " 

aagggaggca aagtgaagct tctggggaaa cctgtgcaga tgccctctct gaactggcca 
120 

gaagccctgc ccccacctcc tccttcttgt gaactgagct gcctagaagg gccggaggag 
180 
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gagctggagg gcagctcaga gccagaggag tggtgcccgc caatgcctga gagaagtcac 
240 

ctgacggagc ccagctccag tggagggtgg ctggtcaccc catcccgaag ggaaaccccc 
300 

tctcccacac cttcctatgg acagcagtcc acagccactc ttacaccctc acctcctgac 
360 

cctccccagc ccccaactga catgccccat ctccatcaga tgcccaggag ggtgcccctt 
420 

gggccgagtt cccctctcag tgtatcccag cccatgctgg gcatccgtga agcgaggcct 
480 

gctggcttgg gtgctggccc tgcagcctca ccccacctca gccccagtcc tgcccctagc 
540 

acagccagca gtgccccagg cagaacctgg caggggaatg gggagatgac tcccccactt 
600 

caaggacccc gtgctcgatt ccggaagaaa cccaaggctc ttccctacag gagggagaac 
660 

agtcctgggg acttgccccc accacccttg ccaccgccag agngaagagg cgagctgggc 
720 

cctagagctg agggcagcag gcagcatgtc ctccctggag cgggagcgca gtggggagag 
780 

gaaagcggtc caggccgtgc ccctggcagc ccagcgggtg ctccacccag atgaagaggc 
840 

ctggctccca tacagcagac caagcttcct gtcccggggc cagggcacca gcacatgttc 
900 

cacggccggc agcaactctt ccaggggctc cagcagctct aggggctccc ggggccctgg 
960 

ccggagccgg agtcggagtc agagccggag ccagagccaa aggccaggac agaaacgccg 
1020 

agaggaacca agatgaccct tgttggggca ttgagaatat catgagtgcc acggggaagg 
1080 

ggagtaggga tgtcttttcc cccccagcag tgatgagtgg ggctagctga agcccattgg 
1140 

tttccacgat ttcaattggc tgagaaggca gagagctagc tcctcccttt ctttcttttt 
1200 

ccacctgaga cttgtttata aaaaacaaaa caataaaaag agtctgatca gagcccaggg 
1260 

ccctgtctgt ctggttctgt gcagcaggtt gggaagaagg ggactgcagg gtcctgtata 
1320 

tcaacgcaca ctggtagctt ctgcttcccc tgccatccgt caaaagcact aagttaggcc 
1380 

agcacaatgc cct 
1393 

<210> 3882 
<211> 277 
<212> PRT 

<213> Homo sapiens 
<400> 3882 

Asp Leu Gly Pro Trp Ser Gin Tyr Ala Pro Pro Glu Trp Ser Gin Gly 

1 5 10 15 

Asp Ser Gly Ala Lys Gly Gly Lys Val Lys Leu Leu Gly Lys Pro Val 

20 25 30 

Gin Met Pro Ser Leu Asn Trp Pro Glu Ala Leu Pro Pro Pro Pro Pro 



3026 



WO 00/58473 



PCTYUS00/08621 



35 40 45 

Ser Cys Glu Leu Ser Cys Leu Glu Gly Pro Glu Glu Glu Leu Glu Gly 

50 55 60 

Ser Ser Glu Pro Glu Glu Trp Cys Pro Pro Met Pro Glu Arg Ser His 
65 70 75 80 

Leu Thr Glu Pro Ser Ser Ser Gly Gly Trp Leu Val Thr Pro Ser Arg 

85 90 95 

Arg Glu Thr Pro Ser Pro Thr Pro Ser Tyr Gly Gin Gin Ser Thr Ala 

100 105 no 

Thr Leu Thr Pro Ser Pro Pro Asp Pro Pro Gin Pro Pro Thr Asp Met 

115 120 125 

Pro His Leu His Gin Met Pro Arg Arg Val Pro Leu Gly Pro Ser Ser 

130 135 140 

Pro Leu Ser Val Ser Gin Pro Met Leu Gly lie Arg Glu Ala Arg Pro 
145 150 155 160 

Ala Gly Leu Gly Ala Gly Pro Ala Ala Ser Pro His Leu Ser Pro Ser 

165 170 175 

Pro Ala Pro Ser Thr Ala Ser Ser Ala Pro Gly Arg Thr Trp Gin Gly 

180 185 190 

Asn Gly Glu Met Thr Pro Pro Leu Gin Gly Pro Arg Ala Arg Phe Arg 

195 200 205 

Lys Lys Pro Lys Ala Leu Pro Tyr Arg Arg Glu Asn Ser Pro Gly Asp 

210 215 220 

Leu Pro Pro Pro Pro Leu Pro Pro Pro Glu Xaa Arg Gly Glu Leu Gly 
225 230 235 240 

Pro Arg Ala Glu Gly Ser Arg Gin His Val Leu Pro Gly Ala Gly Ala 

245 250 255 

Gin Trp Gly Glu Glu Ser Gly Pro Gly Arg Ala Pro Gly Ser Pro Ala 

260 265 270 . 

Gly Ala Pro Pro Arg 
275 

<210> 3883 

<211> 943 

<212> DNA 

<213> Homo sapiens 

<400> 3883 

ncccggggac gggggtcgga aaagagaaag aagaagagca ggaaagacac ctcgaggaac 
60 

tgctcggcct ccacatccca agagagaagc aagcagaagg cccggaggag aacaagatcc 
120 

agctcctcct cctcttcttc cagttcttct agctcctctt cttcctcctc gtcctcctcc 
180 

tcttcctcca gtgatggccg gaagaagcgg gggaagtaca aggacaagag gaggaagaag 
240 

aagaagaaga ggaagaagct gaagaagaag ggcaaggaga aggcggaagc acagcaggtg 
300 

gaggctctgc cgggcccctc gctggaccag tggcaccgat cagctgggga ggaagaggat 
360 

ggcccagt cc tgacggatga gcaggtcccg aatccaggcc atgaagccca tgaccaagga 
420 

ggatgggatg cccggcagag cgttattcga aaggtggtgg acccagagac ggggcgcacc 
480 
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aggcttatta agggagatgg cgaggtccta gaggaaatcg taaccaaaga acgacacaga 
540 

gagatcaaca aggtgggtgt ggcccctctg cctgccatcc gcccccagct ctgtttgtga 
600 

tgtacccctc ctcctgtgtg ctttcttccc cagcaagcca cccgagggga ctgcctggcc 
660 

ttccagatgc gagctgggtt gcttccctga gggcccccgc tggccaaggc ctgtggacga 
720 

cgctggcggc ccagcctggg caggtttcag ggtgccagtg ggaagcctga tgggtgctgg 
780 

tggcctttcc cccgtggatt ggtctctggc ccagcccagt ctcttctcag gggcaggggg 
840 

tggaggttgg ggtcaccggc ctgcttggca cccccatctg aaagagcagc acttctcagc 
900 

tattaaaggc cccctggata gacaaaaaaa aaaaaaaaaa aaa 
943 

<210> 3884 

<211> 199 

<212> PRT 

<213> Homo sapiens 

<400> 3884 

Xaa Arg Gly Arg Gly Ser Glu Lys Arg Lys Lys Lys Ser Arg Lys Asp 

1 5 10 15 

Thr Ser Arg Asn Cys Ser Ala Ser Thr Ser Gin Glu Arg Ser Lys Gin " 

20 25 30 

Lys Ala Arg Arg Arg Thr Arg Ser Ser Ser Ser Ser Ser Ser Ser Ser 

35 40 45 

Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser 

50 55 60 

Asp Gly Arg Lys Lys Arg Gly Lys Tyr Lys Asp Lys Arg Arg Lys Lys 
65 70 75 80 

Lys Lys Lys Arg Lys Lys Leu Lys Lys Lys Gly Lys Glu Lys Ala Glu 

85 90 95 

Ala Gin Gin Val Glu Ala Leu Pro Gly Pro Ser Leu Asp Gin Trp His 

100 105 110 

Arg Ser Ala Gly Glu Glu Glu Asp Gly Pro Val Leu Thr Asp Glu Gin 

115 120 125 

Val Pro Asn Pro Gly His Glu Ala His Asp Gin Gly Gly Trp Asp Ala 

130 135 140 

Arg Gin Ser Val lie Arg Lys Val Val Asp Pro Glu Thr Gly Arg Thr 
145 150 155 160 

Arg Leu lie Lys Gly Asp Gly Glu Val Leu Glu Glu He Val Thr Lys 

165 170 175 

Glu Arg His Arg Glu He Asn Lys Val Gly Val Ala Pro Leu Pro Ala 

180 185 190 

lie Arg Pro Gin Leu Cys Leu 
195 

<210> 3885 

<211> 1671 

<212> DNA 

<213> Homo sapiens 
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<400> 3885 

cctaggctcc cccctcctcc catccccagc ctgggggaac cttcagcgtc tctcctccct 
60 

gtaggccccg gctcagcttc ccaggaactt ttgttggtgg gtactagtgg ggtaaggcag 
120 

ttcttcccat catgagggag accttgggag actttcatta ccaaatccat tgctgccccg 
180 

accttcctgg gactgatctg ggtcaccctg gtctcctgat cttggagaag tcaagttctt 
24 0 

atcccagact tgagaggtta caagcctcca ggtctctggc aaagtgtgga gatgatggac 
300 

agccatttgt acacacacca gccagtccct tagcatatct ctcttggttt tgtctcaggt 
360 

ctgcctcagc cacctccctg acgctgtccc actgtgtgga tgtggtgaag gggcttctgg 
420 

attttaagaa gaggagaggt cactcaattg ggggagcccc tgagcagcga taccagatca 
480 

tccctgtgtg tgtggctgcc cgacttccta cccgggctca ggatgtgctg cagcctcctg 
540 

gccactggag gggctgaccg cctgatccac ctctggaatg ttgtgggaag tcgcctggag 
600 

gccaaccaga ccctggaggg agctggtggc agcatcacca gtgtggactt tgacccctcg 
660 

ggctaccagg ttttagcagc aacttacaac caggctgccc agctctggaa ggttggggag 
720 

gcacagtcca aggagacact gtctggacac aaggataagg tgacagctgc caaattcaag 
780 

ctaacgaggc accaggcagt gactgggagc cgcgaccgga cagtgaagga gtgggacctc 
840 

ggccgtgcct attgctccag gaccatcaat gtcctttcct actgtaatga cgtggtgntg 
900 

tggggaccat atcatcatnn tagtggccac aatgaccaga agatccggtt ctgggacagc 
960 

nnagggggcc ccactgcacc caggtcatcc ctgntgcagg gccgggtcac ctccctgagc 
1020 

ctcagcncac gaccaactnn gcacctgctc agctgttccc gagacaacac actcaaggtc 
1080 

atcgacctgc gtgtcagcaa catccgccag gtgttcaggg ccgatggctt caagtgtggt 
1140 

tctgactgga ccaaagctgt gttcagcccg gacagaagct atgcactggc aggctcctgt 
1200 

gatggggccc tttacatctg ggatgtggac accgggaaac tggagagcag actacaggga 
1260 ' 

ccccattgcg ctgccgtcaa cgccgtggcc tggtgctact ccgggagcca catggtgagc 
1320 

gtggaccagg gcaggaaggt tgtgctctgg cagtagggcc acgacctgcc tgcctgggct 
1380^ 

ggagctcttg cccgaagcct gaagcttcct tcggcgccat gcaggggttg gggttgggac 
1440 

tggagctggc cttgggattt aatggggaag aaggcctggc aggacctggc ctgtttgttt 
1500 

aaaaatgaag tatgggttgg gggattacgc tagtttttct ttgtattttt atctctatct 
1560 
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atctcctcac tttttctccc aaagtagaaa aaaatgatat ctgaaaaaaa aaaaaaaaaa 
1620 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa a 
1671 

<210> 3886 
<211> 277 
<212> PRT 

<213> Homo sapiens 
<400> 3886 

Met Cys Cys Ser Leu Leu Ala Thr Gly Gly Ala Asp Arg Leu lie His 

1 5 10 15 

Leu Trp Asn Val Val Gly Ser Arg Leu Glu Ala Asn Gin Thr Leu Glu 

20 25 30 

Gly Ala Gly Gly Ser He Thr Ser Val Asp Phe Asp Pro Ser Gly Tyr 

35 40 45 

Gin Val Leu Ala Ala Thr Tyr Asn Gin Ala Ala Gin Leu Trp Lys Val 

50 55 60 

Gly Glu Ala Gin Ser Lys Glu Thr Leu Ser Gly His Lys Asp Lys Val 
65 70 75 80 

Thr Ala Ala Lys Phe Lys Leu Thr Arg His Gin Ala Val Thr Gly Ser 

85 90 95 

Arg Asp Arg Thr Val Lys Glu Trp Asp Leu Gly Arg Ala Tyr Cys Ser 

100 105 110 

Arg Thr He Asn Val Leu Ser Tyr Cys Asn Asp Val Val Xaa Trp Gly 

115 120 125 

Pro Tyr His His Xaa Ser Gly His Asn Asp Gin Lys He Arg Phe Trp 

130 135 140 

Asp Ser Xaa Gly Gly Pro Thr Ala Pro Arg Ser Ser Leu Xaa Gin Gly 
145 150 155 160 

Arg Val Thr Ser Leu Ser Leu Ser Xaa Arg Pro Thr Xaa His Leu Leu 

165 170 175 

Ser Cys Ser Arg Asp Asn Thr Leu Lys Val He Asp Leu Arg Val Ser 

180 185 190 

Asn He Arg Gin Val Phe Arg Ala Asp Gly Phe Lys Cys Gly Ser Asp 

195 200 205 

Trp Thr Lys Ala Val Phe Ser Pro Asp Arg Ser Tyr Ala Leu Ala Gly 

210 215 220 

Ser Cys Asp Gly Ala Leu Tyr He Trp Asp Val Asp Thr Gly Lys Leu 
225 230 235 240 

Glu Ser Arg Leu Gin Gly Pro His Cys Ala Ala Val Asn Ala Val Ala 

245 250 255 

Trp Cys Tyr Ser Gly Ser His Met Val Ser Val Asp Gin Gly Arg Lys 

260 265 270 

Val Val Leu Trp Gin 
275 

<210> 3887 

<211> 5612 

<212> DNA 

<213> Homo sapiens 

<400>. 3887 
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nngggcccag cagccactga gccagcaggc gggatcgagg ccggcaacat ggcgagcgct 
60 

tcgtaccaca tctccaactt gctggaaaaa atgacatcca gcgacaagga cttcaggttt 
120 

atggctacaa atgatctgat gacagaactg cagaaagact ccatcaagct ggatgatgac 
180 

agcgaaagga aagtcgtaaa gatgattctg aagttgctgg aggataaaaa tggcgaagtg 
240 

cagaacttag ctgtgaaatg tcttggtcct ttagtgagta aagtgaaaga gtaccaagtt 
300 

gagacgattg tagataccct ctgcactaac atgctttctg ataaagaaca acttcgagac 
360 

atttcaagta ttggtcttaa aacagtaatt ggagaacttc ctccagcttc cagtggctct 
420 

gcattagctg ctaatgtatg taaaaagatt actggacgtc ttacaagtgc aatagcaaaa 
480 

caggaagatg tctctgttca gctagaagcc ttggatatta tggctgatat gttgagcagg 
540 

caaggaggac ttcttgttaa tttccatcct tcaattctga cctgtctact tccccagttg 
600 

accagcccta gacttgcagt gaggaaaaga accattatcg ctcttggcca tctggttatg 
660 

agctgtggaa atatagtttt tgtagatctt attgaacatc tgttgtcaga g[ttgtccaaa 
720 

aatgattcta tgtcaacaac aagaacctac atacaatgta ttgctgctat tagtaggcaa 
780 

gctggtcata gaataggtga ataccttgag aagataattc ctttggtggt aaaattttgc 
840 

aatgtagatg atgatgaatt aagagagtac tgtattcaag cctttgaatc atttgtaaga 
900 

agatgtccta aggaagtata tcctcatgtt tctaccatta taaatatttg tcttaaatat 
960 

cttacctatg atccaaatta taattacgat gatgaagatg aagatgaaaa tgcaatggat 
1020 

gctgatggtg gtgatgatga tgatcaaggg agtgatgatg aatacagtga tgatgatgac 
1080 

atgagttgga aagtgagacg tgcagctgcg aagtgcttgg atgctgtagt tagcacaagg 
1140 : 

catgaaatgc ttccagaatt ctacaagacc gtctctcctg cactaatatc cagatttaaa 
1200 

gagcgtgaag agaatgtaaa ggcagatgtt tttcacgcat acctttctct tttgaagcaa 
1260 

actcgtcctg tacaaagttg gctatgtgac cctgatgcaa tggagcaggg agaaacacct 
1320 

ttaacaatgc ttcagagtca ggttcccaac attgttaaag ctcttcacaa acagatgaaa 
1380 

gaaaaaagtg tgaagacccg acagtgttgt tttaacatgt taactgagct ggtaaatgta 
1440 

ttacctgggg ccctaactca acacattcct gtacttgtac caggaatcat tttctcactg 
1500 

aatgataaat caagctcatc gaatttgaag atcgatgctt tgtcatgtct atacgtaatc 
1560 

ctctgtaacc attctcctca agtcttccat cctcacgttc aggctttggt tcctccagtg 
1620 
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gtggcttgtg ttggagaccc attttacaaa 
1680 

cagcttgtca aagtaattcg tcctttagat 
1740 

atcaaagatc tatttacctg taccattaag 
1800 

gtcaaggaaa gggctatttc ctgtatggga 
1860 

ggttctgact tgcctaatac acttcagatt 
1920 

aggttaacta cagtaaaggc attgacactg 
1980 

aggcctgttc tgggagaagg ggttcctatc 
2040 

gctttgaaac tgggtactct ttctgccctt 
2100 

ttgacagctg ccatgattga tgcagttcta 
2160 

gatatgcatg tttcacaaat ggccatcagt 
2220- 

tcctcccttt caaagataag tggatccatt 
2280 

cccttattgc aggggggagc tcttagtgcc 
2340 

actggaacaa ataatttagg atacatggat 
2400 

tctcagagca cagctcttac tcataagcag 
2460 

gcccttactc gagcatgccc taaagaggga 
2520 

gtcaagaact caaggtctac agattccatt 
2580 

gttgggcatc atattgactt aagtggacag 
2640 

ttctcatctc ctagtgaaga agtcaaatca 
2700 

gtgggcaacc ttcctgaata tctgccgttt 
2760 

aggcagtatc ttttacttca ttccttgaag 
2820 

cttaaaccat atgttgaaaa catctgggcc 
2880 

gaaggaacca gaaatgttgt tgctgaatgt 
2940 

actctccttc cacggcttaa ggggtacttg 
3000 

gtggttacgg ctgtgaaatt tacaatttct 
3060 

aagaactgca taggtgattt cctaaaaact 
3120 

gtagccttgg tcacatttaa ttcagcagca 
3180 

ttggatactg ttcttccaca tctttacaat 
3240 



attacatctg aagcacttct tgttactcaa 
cagccttcct cgtttgatgc aactccttat 
agattaaaag cagctgacat tgatcaggaa 
caaattattt gcaaccttgg agacaatttg 
ttcttggaga gactaaagaa tgaaattacc 
attgctgggt cacctttgaa gatagatttg 
cttgcttcat ttcttagaaa aaaccagaga 
gatattctaa taaaaaacta tagtgacagc 
gatgagctcc cacctcttat cagcgaaagt 
tttcttacca ctttggcaaa agtatatccc 
ctcaatgaac ttattggact tgtgagatca 
atgctagact ttttccaagc tctggttgtc 
ttgttgcgca tgctgactgg tccagtttac 
tcttattatt ccattgccaa atgtgtagct 
ccagctgtag taggtcagtt tattcaagat 
cgtctcttag ctctactttc tcttggagaa 
ttggaactaa aatctgtaat actagaagct 
gctgcatcct atgcattagg cagcattagt 
gtcctgcaag aaataactag tcaacccaaa 
gaaattatta gctctgcatc agtggtgggc 
ttattactaa agcactgtga gtgtgcagag 
ctaggaaaac tcactctaat tgatccagaa 
atatcaggct catcatatgc ccgaagctca 
gaccatccac aacctattga tccactgtta 
ttggaagacc cagatttgaa tgtgagaaga 
cataacaagc catcattaat aagggatcta 
gaaacaaaag ttagaaagga gcttataaga 
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gaggtagaaa tgggtccatt taaacatacg 
3300 

gcatttgagt gtatgtacac acttctagac 
3360 

tttctaaatc atgttgaaga tggtttgaag 
3420 

ttaatgttgg tgagactgtc taccctttgt 
3480 

cttgttgagc cattacgtgc aacatgtaca 
3540. 

gagtttgaaa aacaagatga attaaagcga 
3600 

accattccag aagcagagaa gagtccactg 
3660 

aaccctgagc tggcggctat ctttgaaagt 
3720 

gaatcaatgg acactagtta gatgtttgtt 
3780 

aatgcactga attgacaggt taatcataag 
3840 

aaatgttcca cttttttttc cttcatggag 
3900 

ttttgtagca tttatttcag aaatgtgtat 
3960 

gtgttttagt ggttacagca acatttgaaa 
4020 

atggagatag ggtccagtat ctatttaccc 
4080 

ttgtgaccat gaatttcttt cttttataaa 
4140 

aaacaaaaac catgtttctt tttcttgtat 
4200 

ttttagctgg cagacaagaa tatccatata 
4260 

aatttttaaa agataataag gtatcatttt 
4320 

cgcacactaa ttttgcatga gtaagtttac 
4380 

cagattattc ataatataga agttaaaata 
4440 

ttgcacagaa aacacattat ctggagagaa 
4500 

cttaatgcca gtgtgaattt gcagatgttt 
4560 

cacttttttc tgttataaat cttcttactt 
4620 

cccatttgtg tgtgtgtgat tccacttaga 
4680 

cgtttggatg tctacattcc ttatcaaagg 
4740 

atttttagga aaattctgaa gccagctatc 
4800 

ttttagttga gttaggtttt tccccatctc 
4860 



gttgatgatg gtctggatat tagaaaggca 
agttgtcttg atagacttga tatctttgaa 
gaccattatg atattaagat gctgacattt 
ccaagtgcag tactgcagag gttggaccga 
actaaggtaa aggcaaactc agtaaagcag 
tctgccatga gagcagtagc agcactacta 
atgagtgaat tccagtcaca gatcagttct 
atccagaaag attcatcatc tactaacttg 
caccatgggg accattacat atgaccatac 
acatggaaag agaagtgtct aaaagcttca 
actgtttgtt tggctttctt ccattgttgt 
ttccataatc cagaggttgt aaaaccacta 
tggaaactaa aagttaggat tttatggagt 
tgtaatgttt aggattaaaa tgttaaaatt 
ttttctcatt taaaaatcaa aaatcttgca 
aactttttgt tttcagcaac ataaattgat 
agatttgtta accatttcag agagtttggc 
taagtatgaa aattaacaat atccctgttg 
aaatatgtat cgtctgtaaa gcagcatgtg 
agtattagtg caattttcag atatttattt 
agaaaggaga atttttgaga cttgggtttt 
tcagaaaatc aagtcacagt aacaatttgc 
aaattttgaa tatttagttt ttctcagtta 
aattcttaaa accagatttt tctttcattc 
atataaatac tgtgtatgct tttgaatttt 
acaggtttgt tagctaataa tagtattttc 
ctgtagagcg aatttacata ttgtattggg 
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taagtgttca ctacttttcc tgattaaggg atctgtgctg gggaacaaag cttttgcagt 
4920 

accttatatt gtagttaaaa ttttatttaa catatccttc agtgagctca tttcacactg 
4980 

tagcctcttc cttaaaattt gtggtgctcc tgtaacagta agaactaatt ctgaaataaa 
5040 

agacatctcc taatgctgtg caaacatagt ttacatgtat tgaaggaggc agttgttaaa 
5100 

ttgagtgacc aatttaagca atcagatatt tgaaaactgc accctttagt tttgaaactg 
5160 

tgaattagaa acacttttcc tgctgtatta ctacctgctt taacatccaa atatacagtg 
5220 

attttaaatg ataacatact gtggttatta gattaacagc ttgattttga atgttcagat 
5280 

gataatgcag aagacatcac ttctagtaag gattttgact agtgcattga tgttgaagtt 
5340 

ggtgccattt caaaatgtgg caggtgataa tcttttacca taatttgcat aaaactgtaa 
5400 

tagaagttta ttttgagatg ttagtatatt atgtactatg catttctgtg gtatagatgt 
5460 

tgtggatata tttaagtatt tggttacatg gttttacaat aaattacaat actgcaggct 
5520 

ctaggactga acaggagact gacatgcata tgttgtgtga atgtcttagt tgggtaaagt 
5580 

taaatccaaa tacttcaact ggcaaaaaaa aa 
5612 



<210> 3888 
<211> 1230 
<212> PRT 

<:213> Homo sapiens 
<400> 3888 

Met Ala Ser Ala Ser Tyr His He 

15 
Ser Ser Asp Lys Asp Phe Arg Phe 
20 

Glu Leu Gin Lys Asp Ser lie Lys 

35 40 
Val Val Lys Met He Leu Lys Leu 

50 55 
Gin Asn Leu Ala Val Lys Cys Leu 
65 70 
Glu Tyr Gin Val Glu Thr lie Val 
85 

Ser Asp Lys Glu Gin Leu Arg Asp 
100 

Val He Gly Glu Leu Pro Pro Ala 
115 120 
Asn Val Cys Lys Lys He Thr Gly 

130 135 
Gin Glu Asp Val Ser Val Gin Leu 
145 150 
Met Leu Ser Arg Gin Gly Gly Leu 



Ser Asn Leu Leu Glu Lys Met Thr 

10 15 
Met Ala Thr Asn Asp Leu Met Thr 
25 30 
Leu Asp Asp Asp Ser Glu Arg Lys 
45 

Leu Glu Asp Lys Asn Gly Glu Val 
60 

Gly Pro Leu Val Ser Lys Val Lys 

75 80 
Asp Thr Leu Cys Thr Asn Met Leu 

90 95 
He Ser Ser He Gly Leu Lys Thr 
105 HO 
Ser Ser Gly Ser Ala Leu Ala Ala 
125 

Arg Leu Thr Ser Ala He Ala Lys 
140 

Glu Ala Leu Asp lie Met Ala Asp 
155 160 
Leu Val Asn Phe His Pro Ser He 



3034 



WO 00/58473 



PCT/US00/08621 



165 170 175 

Leu Thr Cys Leu Leu Pro Gin Leu Thr Ser Pro Arg Leu Ala Val Arg 

180 185 190 

Lys Arg Thr He He Ala Leu Gly His Leu Val Met Ser Cys Gly Asn 

195 200 205 

He Val Phe Val Asp Leu lie Glu His Leu Leu Ser Glu Leu Ser Lys 

210 215 220 

Asn Asp Ser Met Ser Thr Thr Arg Thr Tyr He Gin Cys He Ala Ala 
225 230 235 240 

He Ser Arg Gin Ala Gly His Arg He Gly Glu Tyr Leu Glu Lys He 

245 250 255 

He Pro Leu Val Val Lys Phe Cys Asn Val Asp Asp Asp Glu Leu Arg 

260 265 270 

Glu Tyr Cys He Gin Ala Phe Glu Ser Phe Val Arg Arg Cys Pro Lys 

275 280 285 

Glu Val Tyr Pro His Val Ser Thr He He Asn He Cys Leu Lys Tyr 

290 295 300 

Leu Thr Tyr Asp Pro Asn Tyr Asn Tyr Asp Asp Glu Asp Glu Asp Glu 
305 310 315 320 

Asn Ala Met Asp Ala Asp Gly Gly Asp Asp Asp Asp Gin Gly Ser Asp 

325 330 335 

Asp Glu Tyr Ser Asp Asp Asp Asp Met Ser Trp Lys Val Arg Arg Ala 

340 345 350 

Ala Ala Lys Cys Leu Asp Ala Val Val Ser Thr Arg His Glu Met Leu 

355 360 365 

Pro Glu Phe Tyr Lys Thr Val Ser Pro Ala Leu He Ser Arg Phe Lys 

370 375 380 

Glu Arg Glu Glu Asn Val Lys Ala Asp Val Phe His Ala Tyr Leu Ser 
385 390 395 400 

Leu Leu Lys Gin Thr Arg Pro Val Gin Ser Trp Leu Cys Asp Pro Asp 

405 410 415 

Ala Met Glu Gin Gly Glu Thr Pro Leu Thr Met Leu Gin Ser Gin Val 

420 425 430 

Pro Asn He Val Lys Ala Leu His Lys Gin Met Lys Glu Lys Ser Val 

435 440 445 

Lys Thr Arg Gin Cys Cys Phe Asn Met Leu Thr Glu Leu Val Asn Val 

4 50 455 460 

Leu Pro Gly Ala Leu Thr Gin His He Pro Val Leu Val Pro Gly He 
465 470 475 480 

He Phe Ser Leu. Asn Asp Lys Ser Ser Ser Ser Asn Leu Lys lie Asp 

485 490 495 

Ala Leu Ser Cys Leu Tyr Val He Leu Cys Asn His Ser Pro Gin Val 

500 505 510 

Phe His Pro His Val Gin Ala Leu Val Pro Pro Val Val Ala Cys Val 

515 520 525 

Gly Asp Pro Phe Tyr Lys lie Thr Ser Glu Ala Leu Leu Val Thr Gin 

530 535 540 

Gin Leu Val Lys Val He Arg Pro Leu Asp Gin Pro Ser Ser Phe Asp 
545 550 555 560 

Ala Thr Pro Tyr He Lys Asp Leu Phe Thr Cys Thr He Lys Arg Leu 

565 _ 570 575 

Lys Ala Ala Asp He Asp Gin Glu Val Lys Glu Arg Ala lie Ser Cys 

580 585 590 

Met Gly Gin He He Cys Asn Leu Gly Asp Asn Leu Gly Ser Asp Leu 
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595 600 605 

Pro Asn Thr Leu Gin lie Phe Leu Glu Arg Leu Lys Asn Glu lie Thr 

610 615 620 

Arg Leu Thr Thr Val Lys Ala Leu Thr Leu lie Ala Gly Ser Pro Leu 
625 630 635 640 

Lys lie Asp Leu Arg Pro Val Leu Gly Glu Gly Val Pro lie Leu Ala 

645 650 655 

Ser Phe Leu Arg Lys Asn Gin Arg Ala Leu Lys Leu Gly Thr Leu Ser 

660 665 670 

Ala Leu Asp lie Leu lie Lys Asn Tyr Ser Asp Ser Leu Thr Ala Ala 

675 680 685 

Met He Asp Ala Val Leu Asp Glu Leu Pro Pro Leu He Ser Glu Ser 

690 695 700 

Asp Met His Val Ser Gin Met Ala He Ser Phe Leu Thr Thr Leu Ala 
705 , 710 715 720 

Lys Val Tyr Pro Ser Ser Leu Ser Lys He Ser Gly Ser lie Leu Asn 

725 730 735 

Glu Leu He Gly Leu Val Arg Ser Pro Leu Leu Gin Gly Gly Ala Leu 

740 745 750 

Ser Ala Met Leu Asp Phe Phe Gin Ala Leu Val Val Thr Gly Thr Asn 

755 760 765 

Asn Leu Gly Tyr Met Asp Leu Leu Arg Met Leu Thr Gly Pro Val Tyr 

770 775 780 

Ser Gin Ser Thr Ala Leu Thr His Lys Gin Ser Tyr Tyr Ser He Ala 
785 790 795 800 

Lys Cys Val Ala Ala Leu Thr Arg Ala Cys Pro Lys Glu Gly Pro Ala 

805 810 815 

Val Val Gly Gin Phe lie Gin Asp Val Lys Asn Ser Arg Ser Thr Asp 

820 825 830 

Ser lie Arg Leu Leu Ala Leu Leu Ser Leu Gly Glu Val Gly His His 

835 840 845 

He Asp Leu Ser Gly Gin Leu Glu Leu Lys Ser Val He Leu Glu Ala 

850 855 860 

Phe Ser Ser Pro Ser Glu Glu Val Lys Ser Ala Ala Ser Tyr Ala Leu 
865 870 875 880 

Gly Ser lie Ser Val Gly Asn Leu Pro Glu Tyr Leu Pro Phe Val Leu 

885 890 895 

Gin Glu He Thr Ser Gin Pro Lys Arg Gin Tyr Leu Leu Leu His Ser 

900 905 910 

Leu Lys Glu lie lie Ser Ser Ala Ser Val Val Gly Leu Lys Pro Tyr 

915 920 925 

Val Glu Asn lie Trp Ala Leu Leu Leu Lys His Cys Glu Cys Ala Glu 

930 935 940 

Glu Gly Thr Arg Asn Val Val Ala Glu Cys Leu Gly Lys Leu Thr Leu 
945 950 955 960 

lie Asp Pro Glu Thr Leu Leu Pro Arg Leu Lys Gly Tyr Leu lie Ser 

965 970 975 

Gly Ser Ser Tyr Ala Arg Ser Ser Val Val Thr Ala Val Lys Phe Thr 

980 985 990 

He Ser Asp His Pro Gin Pro He Asp Pro Leu Leu Lys Asn Cys He 

995 1000 1005 

Gly Asp Phe Leu Lys Thr Leu Glu Asp Pro Asp Leu Asn Val Arg Arg 

1010 ' 1015 1020 

Val Ala Leu Val Thr Phe Asn Ser Ala Ala His Asn Lys Pro Ser Leu 
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1025 1030 1035 1040 

He Arg Asp Leu Leu Asp Thr Val Leu Pro His Leu Tyr Asn Glu Thr 

1045 1050 1055 

Lys Val Arg Lys Glu Leu He Arg Glu Val Glu Met Gly Pro Phe Lys 

1060 . 1065 1070 

His Thr Val Asp Asp Gly Leu Asp He Arg Lys Ala Ala Phe Glu Cys 

1075 1080 1085 

Met Tyr Thr Leu Leu Asp Ser Cys Leu Asp Arg Leu Asp He Phe Glu 

1090 1095 1100 

Phe Leu Asn His Val Glu Asp Gly Leu Lys Asp His Tyr Asp lie Lys 
1105 1110 1115 1120 

Met Leu Thr Phe Leu Met Leu Val Arg Leu Ser Thr Leu Cys Pro Ser 

1125 1130 1135 

Ala Val Leu Gin Arg Leu Asp Arg Leu Val Glu Pro, Leu Arg Ala Thr 

1140 1145 1150 

Cys Thr Thr Lys Val Lys Ala Asn Ser Val Lys Gin Glu Phe Glu Lys 

1155 1160 1165 

Gin Asp Glu Leu Lys Arg Ser Ala Met Arg Ala Val Ala Ala Leu Leu 

1170 1175 1180 

Thr He Pro Glu Ala Glu Lys Ser Pro Leu Met Ser Glu Phe Gin Ser 
1185 1190 1195 1200 

Gin lie Ser Ser Asn Pro Glu Leu Ala Ala He Phe Glu Ser He Gin 

1205 1210 1215 

Lys Asp Ser Ser Ser Thr Asn Leu Glu Ser Met Asp Thr Ser 
1220 1225 1230 

<210> 3889 
<211> 556 
<212> DNA 

<213> Homo sapiens 
<400> 3889 

gctctgccgg gcccctcgct ggaccagtgg caccgatcag ctggggagga agaggatggc 
60 

ccagtcctga cggatgagca ggtcccgaat ccaggccatg aagcccatga ccaaggagga 
120 

tgggatgccc ggcagagcat catccgcaag gtggtggacc ctgagacggg gcgcaccagg 
180 

cttattaagg gagatggcga ggtcctagag gaaatcgtaa ccaaagaacg acacagagag 
240 

atcaacaagc aagccacccg aggggactgc ctggccttcc agatgcgagc tgggttgctt 
300 

ccctgagggc ccccgctggc caaggcctgt ggacgacgct ggcggcccag cctgggcagg 
360 • 

tttcagggtg ccagtgggaa gcctgatggg tgctggtggc ctttcccccg tggattggtc 
420 

tctggcccag cccagtctct tctcaggggc agggggtgga ggttggggtc accggcctgc 
480 

ttggcacccc catctgaaag agcagcactt ctcagctatt aaaggccccc tggatagaca 
540 

aaaaaaaaaa aaaaaa 
556 

<210> 3890 
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<211> 101 
<212> PRT 
<213> Homo sapiens 

<400> 3890 

Ala Leu Pro Gly Pro Ser Leu Asp Gin Trp His Arg Ser Ala Gly Glu 

1 5 10 15 

Glu Glu Asp Gly Pro Val Leu Thr Asp Glu Gin Val Pro Asn Pro Gly 

20 25 30 

His Glu Ala His Asp Gin Gly Gly Trp Asp Ala Arg Gin Ser He He 

35 40 45 

Arg Lys Val Val Asp Pro Glu Thr Gly Arg Thr Arg Leu He Lys Gly 

50 . 55 60 

Asp Gly Glu Val Leu Glu Glu He Val Thr Lys Glu Arg His Arg Glu 
65 70 75 80 

He Asn Lys Gin Ala Thr Arg Gly Asp Cys Leu Ala Phe Gin Met Arg 

85 90 95 

Ala Gly Leu Leu Pro 
100 

<210> 3891 

<211> 1687 

<212> DNA 

<213> Homo sapiens 

<400> 3891 

ncctaggcta cacagaccgt gtggtgcgag ctttccgctg ggaggagcta ggtgagggtc 
60 

ctgaacatct ggccgtatcc acaacaagaa tgtctccact cacctaattg gcaacatcaa 
120 

acaggccacg gcactgagag tagtggctct ggcctctttg ccctgtgcac cctggatggg 
180 

acactgaagc tcatggaaga aatggaagaa gcagacaagc tgctgtggtc agtgcaggtg 
240 

gatcaccagc tctttgccct ggagaaactg gatgtcaccg gcaacgggca tgaggaggta 
300 

gttgcatgcg cctgggatgg acagacatat atcattgatc acaaccgcac cgtcgtccgc 
360 

ttccaagtgg atgaaaatat ccgtgccttc tgtgcaggcc tgtacgcctg caaagagggc 
420 

cgcaacagcc cctgcctcgt atatgtcact ttcaaccaga agatctatgt gtactgggag 
480 

gtgcagctgg agcggatgga gtctaccaat ctggtgaaac tgctggagac caagccgagt 
540 

accacagcct gctgcaggag ctgggcgtgg atcctgacga cctccctgtg actcgtgccc 
600 

tgcttcacca aacgctctac catccagacc agccaccaca gtgtgctccc tcaagcctcc 
660 

aggatcccac ctagctgtac ttgqctcata gctggtgaag gattcttctg aacccccacc 
720 

ctacccccta aaggtatctg tggtattggc aggataggga atatgcatta cagaaatgca 
780 

ggatttgact ctgggcatga aagatggcag cagccctagg gtgaccgtga actatagacc 
840 
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tcgcagtctt ttcggtgaaa gaagagacaa gttgaccctc tgcccatttc cttatggacc 
900 

tcacccatca tgccagcagg gtcataggac ctggccttgt tccaaatcat ctgggacatg 
960 

acccactccc cactgtcact gtgttgaaaa cagagacttg tttgtgtggc cccaacaccc 
1020 

ataaggaaac caggctttag gcccagggga gcagtggagg taagggctcc accccatctt 
1080 

aagctctgtc ttccgtggca caattccaag ttcttgacgt tagtaattgt taaaggaatg 
1140 • 

gcaaactgtt ttgttttgaa ggatctttct acagtctggt cttacccatg ttcctagcaa 
1200 

ccctgagatg attttcttcc atttaccaaa gcagccgggt cagtgctttc tcacgttgcc 
1260 . 

gtattcttca ggtattagtc agcttcagaa gccctgctcc catttttcca cccacccatt 
1320 

cccccataaa acagcttatt gtctccaaga caatagacat ttaaaatgtg atgcgggttt 
1380 

atgatccaga ccacaatcag aattatatct tgggtcattt atgtgccgtc tgttcttgat 
1440 

tctctatgct ctaaat'cggt gtttttcaaa ctgtggttgc agtcctttgg tggattatgg 
1500 

ccagcatttt ttaaataggt agaatagaat aaagtaaaat agaaaatagc agagtacatt 
1560 

gctctcagtg taggtaagta ttgttttgtt agtcatatgt gcatgtgtgt actgagtgcc 
1620 

atgtaaaatg tattcctgct gtggtaagct gtggtcgagg agtttgaaag ccattgcttt 

1680 

caaattc 

1687 

<210> 3892 

<211> 179 

<212> PRT 

<213> Homo sapiens 



<400> 3892 



Val 


Arg 


Val 


Leu 


Asn 


lie .Trp Pro 


Tyr Pro Gin Gin 


Glu 


Cys 


Leu 


His 


1 








5 






10 






15 




Ser 


Pro 


Asn 


Trp 


Gin 


His 


Gin Thr 


Gly His Gly Thr 


Glu 


Ser 


Ser 


Gly 








20 








25 




30 






Ser 


Gly 


Leu 


Phe 


Ala 


Leu 


Cys Thr 


Leu Asp Gly Thr 


Leu 


Lys 


Leu 


Met 






35 








4 0 




45 








Glu 


Glu 


Met 


Glu 


Glu 


Ala 


Asp Lys 


Leu Leu Trp Ser 


val 


Gin 


Val 


Asp 




50 










55 


60 










His 


Gin 


Leu 


Phe 


Ala 


Leu 


Glu Lys 


Leu Asp Val Thr 


Gly 


Asn 


Gly 


His 


65 










70 




75 








80 


Glu 


Glu 


Val 


Val 


Ala 


Cys 


Ala Trp 


Asp Gly Gin Thr 


Tyr 


He 


He 


Asp 










85 






90 






95 




His 


Asn 


Arg 


Thr 


Val 


Val 


Arg Phe 


Gin Val Asp Glu 


Asn 


He 


Arg 


Ala 








100 








105 




110 






Pl?e 


Cys 


Ala Gly 


Leu 


Tyr 


Ala Cys 


Lys Glu Gly Arg 


Asn 


Ser 


Pro 


Cys 






115 








120 




125 








Leu 


Val 


Tyr 


Val 


Thr 


Phe 


Asn Gin 


Lys He Tyr Val 


Tyr 


Trp 


Glu 


Val 
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130 135 
Gin Leu Glu Arg Met Glu Ser Thr 
145 150 
Lys Pro Ser Thr Thr Ala Cys Cys 
165 

Thr Ser Leu 



<210> 3893 
<211> 15.91 
<212> DNA 

<213> Homo sapiens 

<400> 3893 
cgcgttctgc agaagttaga tgacgatgga 
60 

ggagatccgt attacagcta cctcaacctc 
120 

aagagtaaag aaaattgtgt tgtggataac 
180 

ggaaaattca agtgtgtttg catcactatg 
240 

aaatttgcca gtcgccatgg gcagaagggc 
300 

atgcctttta ctgagagtgg gatggtccca 
360 

tcccgcatga ccattgggat gttaattgag 
420 

ggtctctgcc atgatgctac accct.tcatc 
480 

tttggtgaga tgttaaaggc tgctggctac 
540 

ggcatcagtg ggctagaact ggaagcagac 
600 

ttacgccata tggtctcaga caaatttcaa 
660 

accaaccagc ctattggggg aagaaatgtc 
720 

cgggatgcgc ttttagctca tggtacatct 
780 

tcagatcggt cggtagccca tgtgtgtgtg 
840 

gagaagccac ccccttcttg gtctgccatg 
900 

agtcgcagtg acactatcga tactgtttct 
960 

gaactggcag ctatgaacat caaagtgaaa 
1020 

ttggattaag aggactatca gattaaagca 
1080 

ttaccaggtt actcttgaga tttttcaacg 
1140 

ccaagtatgc aaggtttctg aatctctctg 
1200 



140 

Asn Leu Val Lys Leu Leu Glu Thr 
155 160 
Arg Ser Trp Ala Trp lie Leu Thr 
170 175 



ttgccgttta taggagcaaa actgcagtac 
aacaccgggg aaagttttgt gatgtactat 
atcaaagtgt gcagtaatga cactgggagt 
agagtgcctc ggaacccaac tatcggagat 
attttaagca gattgtggcc ggctgaggac 
gacattctgt tcaatcccca tggttttcca 
agtatggccg ggaagtctgc agctttgcat 
ttctcagagg agaactcggc cttagaatac 
aatttctatg gcaccgagag gttatatagt 
atcttcatag gagtggttta ttatcagcgc 
gtaaggacaa ctggagcccg agacagagtc 
cagggtggaa tccgttttgg ggagatggaa 
tttctccttc atgaccgcct cttcaactgc 
aagtgtggca gtttactctc tccactgttg 
cgcaacagaa aatacaactg tactctgtgt 
gtgccttatg tttttcggta ttttgtagct 
ctggatgttg tttaacttga tgttgacctt 
aaatgtaatt ttaattcaat gaagatatca 
gtgttagaac tctcaaccaa gacctgaaaa 
gtagattaac tattgacaat gattttctgt 
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tatctttgtt caaaaagttc atgtcttctc aaaatatgaa atattgataa atggaagagc 
1260 

atacggtgac aagtctcctt tccaacccca ggttccctac accctgctct cagcaggcag 
1320 

tgagtgtcac acacctgtta atccatcttg agcaggacag tactatacaa atagaatgca 
1380 

agctgtaatg taattttata ttttcttata gccacgttga agtaaaaaca aacaggtaca 
1440 

gtgtttttta ccagctttat agaagtacag ttgttacata tttaatgaat acaatttgat 
1500 

gggtctgact atatgcacac acctttgata ccatcaccac aatcagggta ataaacatac 
1560 

ctgtcatctc caaaaaaaaa aaaaaaaaaa a 
1591 

<210> 3894 

<211> 334 

<212> PRT 

<213> Homo sapiens 

<400> 3894 

Arg Val Leu Gin Lys Leu Asp Asp Asp Gly Leu Pro Phe lie Gly Ala 

1 5 10 15 

Lys Leu Gin Tyr Gly Asp Pro Tyr Tyr Ser Tyr Leu Asn Leu Asn Thr 

20 25 30 

Gly Glu Ser Phe Val Met Tyr Tyr Lys Ser Lys Glu Asn Cys Val Val 

35 40 45 

Asp Asn lie Lys Val Cys Ser Asn Asp Thr Gly Ser Gly Lys Phe Lys 

50 55 " 60 

Cys Val Cys lie Thr Met Arg Val Pro Arg Asn Pro Thr lie Gly Asp 
65 70 75 80 

Lys Phe Ala Ser Arg His Gly Gin Lys Gly lie Leu Ser Arg Leu Trp 

85 90 95 

Pro Ala Glu Asp Met Pro Phe Thr Glu Ser Gly Met Val Pro Asp lie 

100 105 110 

Leu Phe Asn Pro His Gly Phe Pro Ser Arg Met Thr lie Gly Met Leu 

115 120 125 

He Glu Ser Met Ala Gly Lys Ser Ala Ala Leu His Gly Leu Cys His 

130 135 140 

Asp Ala Thr Pro Phe He Phe Ser Glu Glu Asn Ser Ala Leu Glu Tyr 
145 150 155 160 

Phe Gly Glu Met Leu Lys Ala Ala Gly Tyr Asn Phe Tyr Gly Thr Glu 

165 170 175 

Arg Leu Tyr Ser Gly He Ser Gly Leu Glu Leu Glu Ala Asp lie Phe 

180 185 190 

lie Gly Val Val Tyr Tyr Gin Arg Leu Arg His Met Val Ser Asp Lys 

195 200 205 

Phe Gin Val Arg Thr Thr Gly Ala Arg Asp Arg Val Thr Asn Gin Pro 

210 215 220 

He Gly Gly Arg Asn Val Gin Gly Gly He Arg Phe Gly Glu Met Glu 
225 230 235 240 

Arg Asp Ala Leu Leu Ala His Gly Thr Ser Phe Leu Leu His Asp Arg 

245 250 255 

Leu Phe Asn Cys Ser Asp Arg Ser Val Ala His Val Cys Val Lys Cys 
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260 265 270 

Gly Ser Leu Leu Ser Pro Leu Leu Glu Lys Pro Pro Pro Ser Trp Ser 

275 280 285 

Ala Met Arg Asn Arg Lys Tyr Asn Cys Thr Leu Cys Ser Arg Ser Asp 

290 295 V 300 

Thr lie Asp Thr Val Ser Val Pro Tyr Val Phe Arg Tyr Phe Val Ala 
305 310 315 320 

Glu Leu Ala Ala Met Asn lie Lys Val Lys Leu Asp Val Val 
325 330 

<210> 3895 

<211> 1227 

<212> DNA 

<213> Homo sapiens 

<400> 3895 

aagactttgc gagtggtagt ctatgaagaa gaggaagagg atggcaccct gaaacagcac 
60 

aaagaagcca agcgcttcga aatcgctagg tctcaacctg aagacacccc tgaaaacaca 
120 

gtgaggaggc aagagcagcc cagcattgag agtacatctc cgatttcaag aactgatgaa 
180 

attagaaaaa acacctacag aacattggat agcctggagc agaccattaa acagctcgaa 
240 

aatacaatca gtgaaatgag tcccaaagcc ctagttgata cctcatgttc ttccaacaga 
300 

gattctgttg caagttcatc ccacatagcc caagaggcct ctccccgacc cttgctagtt 
360 

ccggatgaag gtcccactgc cctagagccc cctacgtcga taccttcagc ttcacgtaag 
420 

ggctccagcg gggccccaca gacgagcagg atgcctgtcc ccatgagtgc caagaacaga 
480 

cccggaaccc tggacaaacc cggcaagcag tccaaactgc aggatccccg ccaatatcgt 
540 

caggctaatg gaagtgctaa gaaatctggt ggggacttta agcctacttc cccctcctta 
600 

cctgcttcta agattccagc cctttctccc agctctggga aaagcagttc tctgccctct 
660 

tctagtggtg acagctctaa cctccctaat ccacctgcta ctaaaccatc gattgcttct 
720 

aaccctctca gcccccaaac aggaccacct gctcactctg cctccctcat cccttctgtc 
780 

tctaatggct ctttgaagtt tcagagcctc actcatacag gtaaaggtca ccatctttca 
840 

ttctcaccgc agagtcaaaa tggccgagca ccccctcctt tgtcattttc ctcctcccct 
900 

ccttctcctg cctcctccgt ctcactgaat caaggtgcca agggcaccag gaccatccat 
960 

actcccagcc tcaccagcta caaggcacag aatggaagtt caagcaaagc caccccatcc 
1020 

acagcaaaag aaacctctta aaggtcaaat cctattaggc acaagtcgga gttacattta 
1080 

aaaaaaatta acagtctaca acaactgttt tcacaagaga atgtaacata ttgctgtatc 
1140 
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gtttgaggct taatgctaaa tatgtgctaa atactggatt aatagatttc agtaaagctc 
1200 

gttcaaaaaa aaaaaaaaaa aaaaaaa 
1227 

<210> 3896 

<211> 346 

<212> PRT 

<213> Homo sapiens 

<400> 3896 

Lys Thr Leu Arg Val Val Val Tyr Glu Glu Glu Glu Glu Asp Gly Thr . 

1 5 10 15 

Leu Lys Gin His Lys Glu Ala Lys Arg Phe Glu lie Ala Arg Ser Gin 

20 25 30 

Pro Glu Asp Thr Pro Glu Asn Thr Val Arg Arg Gin Glu Gin Pro Ser 

35 40 45 

He Glu Ser Thr Ser Pro He Ser Arg Thr Asp Glu He Arg Lys Asn 

50 55 60 

Thr Tyr Arg Thr Leu Asp Ser Leu Glu Gin Thr He Lys Gin Leu Glu 
65 70 75 80 

Asn Thr He Ser Glu Met Ser Pro Lys Ala Leu Val Asp Thr Ser Cys 

85 90 95 

Ser Ser Asn Arg Asp Ser Val Ala Ser Ser Ser His He Ala Gin Glu 

100 105 110 

Ala Ser Pro Arg Pro Leu Leu Val Pro Asp Glu Gly Pro Thr Ala Leu 

115 120 125 

Glu Pro Pro Thr Ser He Pro Ser Ala Ser Arg Lys Gly Ser Ser Gly 

130 135 140 

Ala Pro Gin Thr Ser Arg Met Pro Val Pro Met Ser Ala Lys Asn Arg 
145 150 155 160 

Pro Gly Thr Leu Asp Lys Pro Gly Lys Gin Ser Lys Leu Gin Asp Pro 

165 170 175 

Arg Gin Tyr Arg Gin Ala Asn Gly Ser Ala Lys Lys Ser Gly Gly Asp 

180 185 190 

Phe Lys Pro Thr Ser Pro Ser Leu Pro Ala Ser Lys He Pro Ala Leu 

195 200 205 

Ser Pro Ser Ser Gly Lys Ser Ser Ser Leu Pro Ser Ser Ser Gly Asp 

210 215 ■ 220 

Ser Ser Asn Leu Pro Asn Pro Pro Ala Thr Lys Pro Ser He Ala Ser 
225 230 235 240 

Asn Pro Leu Ser Pro Gin Thr Gly Pro Pro Ala His Ser Ala Ser Leu 

245 250 255 

He Pro Ser Val Ser Asn Gly Ser Leu Lys Phe Gin Ser Leu Thr His 

260 265 270 

Thr Gly Lys Gly His His Leu Ser Phe Ser Pro Gin Ser Gin Asn Gly 

275 280 285 

Arg Ala Pro Pro Pro Leu Ser Phe Ser Ser Ser Pro Pro Ser Pro Ala 

290 295 300 

Ser Ser Val Ser Leu Asn Gin Gly Ala Lys Gly Thr Arg Thr He His 
305 310 315 • 320 

Thr Pro Ser Leu Thr Ser Tyr Lys Ala Gin Asn Gly Ser Ser Ser Lys 

325 330 335 

Ala Thr Pro Ser Thr Ala Lys Glu Thr Ser 
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340 345 

<210> 3897 
<211> 366 
<212> DNA 

<213> Homo sapiens 
<400> 3897 

gccctgtggt ccggtccaga ccagggtgag gcatggagga ggctctgcac agccatttgc 
60 

agctcagcca gcaccgggtg atggcaggga ggcctgggct tctgcactgg cttctggcct 
120 1 

cttctgggca cccacgcttt gtccatgaat ggaaagcaat gctgacggct gcccaatgtg 
180 

tccaggacgt ttctgaaact cctgttcctc tccccgtccc tctctctgtc ccactgtcca 
240 

cctcagtgac ctcctctctt cgtggctctc accccacact ctgccactgc cacattttcc 
300 

tctgcgccca gcctctgcct ccacctgaaa ctttcctgga aatctcaaaa tgtaattcca 
360 

ggtccc 
366 

<210> 3898 
<211> 111 
<212> PRT 

<213> Homo sapiens 
<400> 3898 

Met Glu Glu Ala Leu His Ser His Leu Gin Leu Ser Gin His Arg Val 

1 5 10 15 

Met Ala Gly Arg Pro Gly Leu Leu His Trp Leu Leu Ala Ser Ser Gly 

20 25 30 

His Pro Arg Phe Val His Glu Trp Lys Ala Met Leu Thr Ala Ala Gin 

35 40 45 

Cys Val Gin Asp Val Ser Glu Thr Pro Val Pro Leu Pro Val Pro Leu 

50 55 60 

Ser Val Pro Leu Ser Thr Ser Val Thr Ser Ser Leu Arg Gly Ser His 
65 70 75 80 

Pro Thr Leu Cys His Cys His lie Phe Leu Cys Ala Gin Pro Leu Pro 

85 90 95 

Pro Pro Glu Thr Phe Leu Glu lie Ser Lys Cys As n Ser Arg Ser 
100 105 110 

<210> 3899 
<211> 1092 
<212> DNA 

<213> Homo sapiens 
<400> 3899 

ngaaacggta accagccctg ggaagcccgc aagaggcctc agcggtggcc gtccgagcgc 
60 

cgagaggtga gggtgccccc gcctcacctg cagaggggcc gttccgggct cgaacccggc 
120 
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accttccgga aaatggcggc tgccaggccc agcctgggcc gagtcctccc aggatcctct 
180 

gtcctgttcc tgtgtgacat gcaggagaag ttccgccaca acatcgccta cttcccacag 
240 

atcgtctcag tggctgcccg catgctcaag gtggcccggc tgcttgaggt gccagtcatg 
300 

ctgacggagc agtacccaca aggcctgggc cccacggtgc ccgagctggg gactngaggg 
360 

ccttcggccg ctggccaaga cctgcttcag catggtgcct gcctgcagca ggagctggac 
420 

agtcggcccc agctgcgctc tgtgctgctc tgtggcattg aggcacaggc ctgcatcttg 
480 

aacacgaccc tggacctcct agaccggggg ctgcaggtcc atgtggtggt ggacgcctgc 
540 . 

tcctcacgca gccaggtgga ccggctggtg gctctggccc gcatgagaca gagtggtgcc 
600 

ttcctctcca ccagcgaagg gctcattctg cagcttgtgg gcgatgccgt ccacccccag 
660 

ttcaaggaga tccagaaact catcaaggag cccgccccag acagcggact gctgggcctc 
720 

ttccaaggcc agaactccct cctccactga actccaaccc tgccttgagg gaagaccacc 
780 

ctcctgtcac ccggacctca gtggaagccc gttcccccca tccctggatc ccaagagtgg 
840 / 
tgcgatccac caggagtgcc gcccccttgt gggggggggc agggtgctgc cttcccattg 
900 

gacagctgct cccggaaatg caaatgagac tcctggaaac tgggtgggaa ttggctgagc 
960 ' 
caagatggag gcggggctcg gccccgggcc acttcacggg gcgggaaggg gaggggaaga 
1020 

agagtctcag actgtgggac acggactcgc agaataaaca tatatgtggc tgtgaaaaaa 
1080 

aaaaaaaaaa aa 
1092 

<210> 3900 

<211> 249 

<212> PRT 

<213> Homo sapiens 



<400> 3900 



Xaa Asn Gly 


Asn 


Gin 


Pro 


Trp Glu 


Ala 


Arg 


Lys 


Arg 


Pro 


Gin 


Arg 


Trp 


1 






5 








10 










15 




Pro Ser 


Glu 


Arg 


Arg 


Glu 


Val Arg 


Val 


Pro 


Pro 


Pro 


His 


Leu 


Gin 


Arg 






20 








25 










30 






Gly Arg 


Ser 


Gly Leu 


Glu 


Pro Gly 


Thr 


Phe 


Arg 


Lys 


Met 


Ala 


Ala 


Ala 




35 








40 










45 








Arg Pro 


Ser 


Leu 


Gly 


Arg 


Val Leu 


Pro 


Gly 


Ser 


Ser 


Val 


Leu 


Phe 


Leu 


50 










55 








60 










Cys Asp 


Met 


Gin 


Glu 


Lys 


Phe Arg 


His 


Asn 


He 


Ala 


Tyr 


Phe 


Pro 


Gin 


65 








70 








75 










80 


lie Val 


Ser 


Val 


Ala 


Ala 


Arg Met 


Leu 


Lys 


Val 


Ala 


Arg 


Leu 


Leu 


Glu 








85 








90 










95 




Val Pro 


Val 


Met 


Leu 


Thr 


Glu Gin 


Tyr 


Pro 


Gin 


Gly 


Leu 


Gly 


Pro 


Thr 
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100 105 110 

Val Pro Glu Leu Gly Thr Xaa Gly Pro Ser Ala Ala Gly Gin Asp Leu 

115 120 125 

Leu Gin His Gly Ala Cys Leu Gin Gin Glu Leu Asp Ser Arg Pro Gin 

130 135 140 

Leu Arg Ser Val Leu Leu Cys Gly lie Glu Ala Gin Ala Cys lie Leu, 
145 150 155 160 

Asn Thr Thr Leu Asp Leu Leu Asp Arg Gly Leu Gin Val His Val Val 

165 170 175 

Val Asp Ala Cys Ser Ser Arg Ser Gin Val Asp Arg Leu Val Ala Leu 

180 185 190 

Ala Arg Met Arg Gin Ser Gly Ala Phe Leu Ser Thr Ser Glu Gly Leu 

195 200 205 

lie Leu Gin Leu Val Gly Asp Ala Val His Pro Gin Phe Lys Glu lie 

210 215 220 

Gin Lys Leu lie Lys Glu Pro Ala Pro Asp Ser Gly Leu Leu Gly Leu 
225 230 235 240 

Phe Gin Gly Gin Asn Ser Leu Leu His 
245 

<210> 3901 

<211> 1287 

<212> DNA 

<213> Homo sapiens 

<400> 3901 

nncctagggg aggtgggcgg ggagctgggg acagatggcc ttggtttggg agcatagcct 
60 

ctgatcagca tctctgtgtt tggacagaac ctgctgggac tacagaacat ccccaggccg 
120 

ttcttcctgc aggtgtacca caccttcctc aggattgcag agaccagggt aggtgacgcc 
180 

gtcctggggc tggtctgcat gctgctgctg ctggtgctga agctgatgcg ggaccacgtg 
240 

cctcccgtcc accccgagat gccccctggt gtgcggctca gccgtgggct ggtctgggct 
300 

gccacgacag ctcgcaacgc cctggtggtc tccttcgcag ccctggttgc gtactccttc 
360 

gaggtgactg gataccagcc tttcatccta acaggggaga cagctgaggg gctccctcca 
420 

gtccggatcc cgcccttctc agtgaccaca gccaacggga cgatctcctt caccgagatg 
480 

gtgcaggaca tgggagccgg gctggccgtg gtgcccctga tgggcctcct ggagagcatt 
540 

gcggtggcca aagccttcgc atctcagaat aattaccgca tcgatgccaa ccaggagctg 
600 - 

ctggccatcg gtctcaccaa catgttgggc tccctcgtct cctcctaccc ggtcacaggc 
660 

agctttggac ggacagccgt gaacgctcag tcgggggtgt gcaccccggc ggggggcctg 
720 

gtgacgggag tgctggtgct gctgtctctg gactacctga cctcactgtt ctactacatc 
780 

cccaagtctg ccctggctgc cgtcatcatc atggccgtgg ccccgctgtt cgacaccaag 
840 
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atcttcagga cgctctggcg tgttaagagg ctggacctgc tgcccctgtg cgtgaccttc 
900 

ctgctgtgct tctgggaggt gcagtacggc atcctggccg gggccctggt gtctctgctc 
960 < 

atgctcctgc actctgcagc caggcctgag accaaggtgt cagaggggcc ggttctggtc 
1020 

ctgcagccgg ccagcggcct gtccttccct gtcctctgcc ccccactccc tgctgttcag 
1080 

gaccccaaga ccctgtcccc gacgctctcc agtccacaag gatgcaggca tctctgagtg 
1140 

ggctggaccg tcctctgtgg gcctcagcca gtggtgctgc agcaagggtg gtggctcccc 
1200 

acatatcact ccttccctgc ccctaaagtc cggttcctgt ttctgggggg ttgattttag 
1260 

gsgagctaag ggcctgtgag tcctagt 
1287 

<210> 3902 

<211> 312 

<212> PRT 

<213> Homo sapiens 

<400> 3902 

Met Leu Leu Leu Leu Val Leu Lys Leu Met Arg Asp His Val Pro Pro 

1 5 10 15 

Val His Pro Glu Met Pro Pro Gly Val Arg Leu Ser Arg Gly Leu Val 

20 25 30 

Trp Ala Ala Thr Thr Ala Arg Asn Ala Leu Val Val Ser Phe Ala Ala 

35 40 45 

Leu Val Ala Tyr Ser Phe Glu Val Thr Gly Tyr Gin Pro Phe lie Leu 

50 55 60 

Thr Gly Glu Thr Ala Glu Gly Leu Pro Pro Val Arg He Pro Pro Phe 
65 70 75 80 

Ser Val Thr Thr Ala Asn Gly Thr He Ser Phe Thr Glu Met Val Gin 

85 90 95 

Asp Met Gly Ala Gly Leu Ala Val Val Pro Leu Met Gly Leu Leu Glu 

100 105 110 

Ser lie Ala Val Ala Lys Ala Phe Ala Ser Gin Asn Asn Tyr Arg He 

115 120 125 

Asp Ala Asn Gin Glu Leu Leu Ala He Gly Leu Thr Asn Met Leu Gly 

130 135 140 

Ser Leu Val Ser Ser Tyr Pro Val Thr Gly Ser Phe Gly Arg Thr Ala 
145 150 155 160 

Val Asn Ala Gin Ser Gly Val Cys Thr Pro Ala Gly Gly Leu Val Thr 

165 170 175 

Gly Val Leu Val Leu Leu Ser Leu Asp Tyr Leu Thr Ser Leu Phe Tyr 

180 185 190 

Tyr He Pro Lys Ser Ala Leu Ala Ala Val He He Met Ala Val Ala 

195 200 205 

Pro Leu Phe Asp Thr Lys He Phe Arg Thr Leu Trp Arg Val Lys Arg 

210 215 220 

Leu Asp Leu Leu Pro Leu Cys Val Thr Phe Leu Leu Cys Phe Trp Glu 
225 230 235 240 

Val Gin Tyr Gly He Leu Ala Gly Ala Leu Val Ser Leu Leu Met Leu 
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245 250 255 

Leu His Ser Ala Ala Arg Pro Glu Thr Lys Val Ser Glu Gly Pro Val 

260 265 270 

Leu Val Leu Gin Pro Ala Ser Gly Leu Ser Phe Pro Val Leu Cys Pro 

275 280 285 

Pro Leu Pro Ala Val Gin Asp Pro Lys Thr Leu Ser Pro Thr Leu Ser 

290 295 300 

Ser Pro Gin Gly Cys Arg His Leu 
305 310 

<210> 3903 

<211> 598 

<212> DNA 

<213> Homo sapiens 

<400> 3903 

gcgcgccggg gagcgcgcgt ggtgctggcc tgccgcagcc aggagcgcgg ggaggcggct 
60 

gccttcgacc tccgccagga gagtgggaac aatgaggtca tcttcatggc cttggacttg 
120 

gccagtctgg cctcggtgcg ggcctttgcc actgcctttc tgagctctga gccacggttg 
180 

gacatcctca tccacaatgc cggtatcagt tcctgtggcc ggacccgtga ggcgtttaac 
240 , 

ctgctgcttc gggtgaacca tatcggtccc tttctgctga cacatctgct gctgccttgc 
300 

ctgaaggcat gtgcccctag ccgcgtggtg gtggtagcct cagctgccca ctgtcgggga 
360 

cgtcttgact tcaaacgcct ggaccgccca gtggtgctgg cggcaggagc tgcggcatat 
420 

gctgacacta agctggctaa tgtactgttt gcccgggagc tcgccaacca gcttgaggcc 
480 

actggcgtca cctgctatgc agcccaccca gggcctgtga actcggagct gttcctgcgc 
540 

catgttcctg gatggctgcg cccacttttg cgcccattgg cttggctggt gccccggg 
598 

<210> 3904 

<211> 199 

<212> PRT 

<213> Homo sapiens 

<400> 3904 

Ala Arg Arg Gly Ala Arg Val Val Leu Ala Cys Arg Ser Gin Glu Arg 

1 5 10 15 

Gly Glu Ala Ala Ala Phe Asp Leu Arg Gin Glu Ser Gly Asn Asn Glu 

20 25 30 

Val lie Phe Met Ala Leu Asp Leu Ala Ser Leu Ala Ser Val Arg Ala 

35 40 45 

Phe Ala Thr Ala Phe Leu Ser Ser Glu Pro Arg Leu Asp lie Leu lie 

50 55 60 

His Asn Ala Gly lie Ser Ser Cys Gly Arg Thr Arg Glu Ala Phe Asn 
65 70 75 80 

Leu Leu Leu Arg Val Asn His lie Gly Pro Phe Leu Leu Thr His Leu 
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85 90 95 

Leu Leu Pro Cys Leu Lys Ala Cys Ala Pro Ser Arg Val Val Val Val 

100 105 110 

Ala Ser Ala Ala His Cys Arg Gly Arg Leu Asp Phe Lys Arg Leu Asp 

115 120 125 

Arg Pro Val Val Leu Ala Ala Gly Ala Ala Ala Tyr Ala Asp Thr Lys 

130 135 140 

Leu Ala Asn Val Leu Phe Ala Arg Glu Leu Ala Asn Gin Leu Glu Ala^ 
145 150 155 160 

Thr Gly Val Thr Cys Tyr Ala Ala His Pro Gly Pro Val Asn Ser Glu 

165 170 175 

Leu Phe Leu Arg His Val Pro Gly Trp Leu Arg Pro Leu Leu Arg Pro 

180 185 190 

Leu Ala Trp Leu Val Pro Arg 
195 

<210> 3905 
<211> 370 
<212> DNA 

<213> Homo sapiens 
<400> 3905 

ggatcctctg agctgcgctc ggccttctcg gcggcacgca ccacccccct ggagggcacg 
60 

tcggagatgg cggtgacctt cgacaaggtg tacgtgaaca tcgggggcga cttcgatgtg 
120 

gccaccggcc agtttcgctg ccgcgtgccc ggcgcctact tcttctcctt cacggctggc 
180 

aaggccccgc acaagagccc gtcggtgatg ctggtgcgaa accgcgacga ggtgcaggcg 
240 

ctggccttcg acgagcagcg gcggccaggc gcgcggcgcg cagccagcca gagcgccatg 
300 

ctgcagctcg actacggcga cacagtgtgg ctgcggctgc atggcgcccc gcagtacgcg 
360 

ctaggcgcgc 
370 

<210> 3906 
<211> 123 
<212> PRT 

<213> Homo sapiens 
<400> 3906 

Gly Ser Ser Glu Leu Arg Ser Ala Phe Ser Ala Ala Arg Thr Thr Pro 

1 5 10 15 

Leu Glu Gly Thr Ser Glu Met Ala Val Thr Phe Asp Lys Val Tyr Val 

20 25 30 

Asn He Gly Gly Asp Phe Asp Val Ala Thr Gly Gin Phe Arg Cys Arg 

35 40 45 

Val Pro Gly Ala Tyr Phe Phe Ser Phe Thr Ala Gly Lys Ala Pro His 

50 55 60 

Lys Ser Pro Ser Val Met Leu Val Arg Asn Arg Asp Glu Val Gin Ala 
65 70 75 80 

Leu Ala Phe Asp Glu Gin Arg Arg Pro Gly Ala Arg Arg Ala Ala Ser 
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85 

Gin Ser Ala Met Leu 
100 

Leu His Gly Ala Pro 
115 

<210> 3907 

<211> 4474 

<212> DNA 

<213 > Homo sapiens 

<400> 3907 
gcgcgccgga accggaaccg 
60 

ccgaagaggg ctggctgcgg 
120 

ccacaaagag ctgccaagat 
180 

gctgttgccg accccggggc 
240 

gccagtgcca caggcccaag 
300 

aagcagaagg atcgagcaaa 
360 

tctcgatatg ttgcccaggc 
420 

gcctcccatg cagctgggat 
480 

tcgtcagggt cagcatccac 
540 

cctcatgatc tcttggctac 
600 

gaagaggtga ttgtcaagct 
660 

gctgctttca cagatacaga 
720 

gtcttctatg ctgagataaa 
780 

ctgcacctga cactgcccaa 
840 

gctgatgaac agctttgcat 
900 

gagaatttag cccctttggc 
960 

ccagccatgg tccggagcag 
1020 

gtggcagcag atgctgcaac 
1080 

gcgtttgtca agaatgactc 
1140 - 

gtgaaggaga tctgcaggga 
1200 

atcttccaga ccagggatgg 
1260 



90 

Gin Leu Asp Tyr Gly Asp 
105 

Tyr Ala Leu Gly Ala 
120 



acctgcgccg gaaccggaac 
cggtctcgct cggctgtccg 
agctgggcca ggaagaaagc 
actctggctg tcgaccaagc 
gagagggccc ccaggactgg 
ccaggagagc aaggatggag 
tggtcttgaa cctctggcct 
cacaggctca cgccaccgta 
tcctcaagag gagcagacca 
tcccactcca gagttgttgc 
tcgtgtggga gtaggtcccc 
ctgtgtggtg cggtttgcag 
aagctcttgt gctaaagtgc 
aaaggtgcct atgctcacgt 
accaccgctg aactcccaaa 
aggagagaaa gcagtgcctc 
aaaccctggg aaagatgact 
cttggtggat ggtaaagagc 
gtatgagaag ggcccggatt 
cacctcaaga gtacttttcc 
aaacttcctg aggctgcacc 



95 

Thr Val Trp Leu Arg 
110 



ggagagcggg ttgccagggc 
ttccttgctg gagaatttgg 
gccgcagccc tgacccagac 
ggctcaagat gtctggcggg 
aggacaccac tagtaagaag 
atcctaggaa agagacaggg 
caggtgatcc ttctgcctca 
cccggctgtt ctttccttca 
aagagggagc ttgtgaagac 
tcgattggag gcagagtgca 
tgcagctgga ggatgtagat 
gtggtcagca gtggggtggt 
aaacccgcaa gggcagtctc 
ggccctccct cctggttgag 
cctgcctcct gggctcagag 
cc 9T9<? aat g a cccagtctct 
gtgccaagga ggagatggca 
ccgagtcgat ggtgaacctg 
cagtggtggt gcacgtgtac 
gtgagcagga cttcacgctc 
cgggctgtgg gccccacacc 
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accttccgtt ggcaggtgaa gctcaggaat 
1320 

ttcacggctt ctcgcatcga catctgcctt 
1380 

ctggaggccc cggctgcacg agtgggtggt 
1440 

cctctggatt caaccccacc aggaggtgct 
1500 

cgggctgtgg agaaggataa atccaaggca 
1560 

gcaacccgca cacccatgga gcatgtaacc 
1620 

aagcctacat gcatggtgcc tcccatgccc 
1680 

gaggaggaag aggaagagaa gaaggtgtgt 
1740 

ggcaacacct gcttcatgaa cagcgtcatt 
1800 

gacttcttcc atgaccgctc ctttgaggct 
1860 

ggtgggcgtc tggccattgg ctttgccgtg 
1920 

catgccttcc agccttccaa gttgaaggcc 
1980 

ggctatgcac agcatgatgc ccaggagttc 
2040 

gacctgaatc gcattcagaa caagccctac 
2100 

gatgaggtgg tagctgagga agcatggcag 
2160 

gtggacctat ttcaggggca gtacaagtcg 
2220 

tccatcactt ttgacccgtt tctttatctg 
2280 

ctccctgtct tttattttgc ccgagagccc 
2340 

gtcagcaagg agaactccac tgcgagcgaa 
2400 . 

gtgaagcctg agaacctgcg tttggcggag 
2460 

ctaccctccc actcactgga cactgtgtcc 
2520 

ctatcctcag agttggctaa ggagcgggta 
2580 

gtgcccagcg tccccatctc caagtgtgca 
2640 

gaaaagctga agcgctgtac ccggtgctac 
2700 

aaaacccact ggcctgacca caagggcctc 
2760 

ctggtcagtg tacctgcctc acgcctcact 
2820 

tatgcccggt actctgtgag tgtattccag 
2880 



ctgattgagc cagagcagtg caccttctgt 
cgtaagaggc agagtcagcg ctgggggggc 
gcaaaggttg ccgtgccgac aggtccaacc 
ccccaccccc tgacaggcca ggaggaggcc 
cgatctgagg acacagggct agacagtgtg 
ccaaagccag agacacacct ggcctcgccc 
cacagcccag ttagtggaga cagcgtggag 
ctgccaggct tcactggcct tgtcaattta 
cagtctctgt ccaacactcg ggaactccgg 
gagatcaact acaacaaccc actagggact 
ctgcttcggg cgctgtggaa gggcacccac 
attgtggcga gtaaggccag ccagttcaca 
atggctttcc tgctggatgg gctgcacgag 
acagagaccg tggattcaga tgggcggccc 
cggcacaaga tgaggaatga ctctttcatc 
aagctggtgt gccctgtgtg tgccaaggtc 
cc g9tgccct tgccacaaaa gcaaaaggtt 
cacagcaagc ccatcaagtt cctggtgagc 
gtattggact ccctctctca gagtgttcat 
gtaattaaga atcgttttca tcgtgtgttc 
ccatctgata cgctcctctg ctttgagctg 
gtggtgctag aggtgcaaca gcgcccccag 
gcctgccagc ggaagcaaca gtcggaggat 
cgtgtgggct actgcaacca gctctgccag 
tgccgacctg agaacattgg ctaccccttc 
tatgcccgcc tcgctcagtt gctagagggc 
ccaccctttc aaccaggccg catggccttg 



3051 



WO 00/58473 



gagtctcaga gccctggctg caccacactg 
2940 

agcgagagag accccattca gccacctgag 
3000 

gacacagggc ttccccgggt gtgggcagcc 
3060 

ggaatttctt ctgagatgct ggccagtggg 
3120 

gagagggtgt cccgacccga agctgctgtg 
3180 

aatgcccaca caccccagtt cttcatctat 
3240 

ctagaggaca aaggagacac cccactggag 
3300 

tggcggaaca atgagcgctt gcaggagttt 
3360 

gctgaggatc caggctctgc cggtgaggct 
3420 

tgcctcaacc tcttcacacg gcctgaggtg 
3480 

cagtgcaaac agcaccgtga ggcctccaag 
3540 

ctcatcgtgc agctcaagcg cttctccttt 
3600 

gacttggtgg agttccctgt taggaacctg 
3660 

gaggagcagc tgcccagcta cgatctatat 
3720 

ggtggccact acactgcctg tgcacgcctg 
3780 

gtgggctggc gcttgtttga tgacagcaca 
3840 

acgcgttatg cctatgtact cttctaccgc 
3900 

a ggg ca 99 tc actctgagca ccacccagac 
3960 

caggcttccc ggatttggca ggagctggag 
4020 

gggcccctgg gtccctgggg gccccaagac 
4080 

acaccagatg agggctgcct ccggtacttt 
4140 

ctcgtgctca acgtgttcta tcctctggta 
4200 

caggcagctg ctgtgagctg gcctacctgc 
4260 

gggaacacct ctgggctttg ggcctcagct 
4320 

tgtggcccct gcaggggcag agtatcctag 
4380 

catcctgctg ctctgaccct tggcctcagg 
4440 

taaaagtgtt aataaaacca gactattcag 
4474 
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ctctccacag gttccctgga ggctggggac 
ctccagctgg tgacccctat ggctgagggg 
cctgaccggg gtcctgtgcc cagcaccagt 
cccattgagg ttggctcctt gccagctggc 
cctgggtacc agcatccaag tgaagctatg 
aaaattgatt catccaaccg agagcagcgg 
ct gggtg ac 9 actgtagcct ggctctcgtc 
gtgttggtag cctccaagga gctggaatgt 
gcccgggccg gccacttcac cctggaccag 
ctggcacccg aggaggcctg gtactgccca 
cagctgttgc tatggcgcct gccaaatgtt 
cgtagtttta tctggcgtga caagatcaat 
gacctgagca agttctgcat tggtcagaaa 
gctgtcatca accactatgg aggcatgatt 
cccaatgatc gtagcagtca gcgcagtgac 
gtgacaacgg tagacgagag ccaggttgtg 
cggcggaact ctcctgtgga gaggcccccc 
ctaggccctg cagctgaggc tgctgccagc 
gctgaggagg agccggtgcc tgaggggtct 
tgggtgggcc ccctaccacg tggccctacc 
gtcctgggca ccgtggcggc tttggtggcc 
tcccagagtc gctggagatg agctcgcctg 
ctgccccagg ccatgcctgc ctttgttgtg 
tatgcatctg gtgggagagg gtggggaggt 
ggtgtgtatc catctggctg tctgtccatt 
cttggccctg cccaagctac ttcctgtact 
gccc 
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<210> 3908 
<211> 1373 
<212> PRT . 
<213> Homo sapiens 

<400> 3908 

Ala Gly Cys Gly Gly Leu Ala Arg Leu Ser Val Pro Cys Trp Arg lie 

1 5 10 15 

Trp Pro Gin Arg Ala Ala Lys lie Ala Gly Pro Gly Arg Lys Arg Arg 

20 25 30 

Ser Pro Asp Pro Asp Ala Val Ala Asp Pro Gly Ala Leu Trp Leu Ser 

35 40 45 

Thr Lys Arg Leu Lys Met Ser Gly Gly Ala Ser Ala Thr Gly Pro Arg 

50 55 60 

Arg Gly Pro Pro Gly Leu Glu Asp Thr Thr Ser Lys Lys Lys Gin Lys 
65 70 75 80 

Asp Arg Ala Asn Gin Glu Ser Lys Asp Gly Asp Pro Arg Lys Glu Thr 

85 90 95 

Gly Ser Arg Tyr Val Ala Gin Ala Gly Leu Glu Pro Leu Ala Ser Gly 

100 105 110 

Asp Pro Ser Ala Ser Ala Ser His Ala Ala Gly lie Thr Gly Ser Arg 

115 120 125 1 

His Arg Thr Arg Leu Phe Phe Pro Ser Ser Ser Gly Ser Ala Ser Thr 

130 135 140 

Pro Gin Glu Glu Gin Thr Lys Glu Gly Ala Cys Glu Asp Pro His Asp 
145 " 150 155 160 

Leu Leu Ala Thr Pro Thr Pro Glu Leu Leu Leu Asp Trp Arg Gin Ser 

165 170 175 

Ala Glu Glu Val He Val Lys Leu Arg Val Gly Val Gly Pro Leu Gin 

180 185 190 

Leu Glu Asp Val Asp Ala Ala Phe Thr Asp Thr Asp Cys Val Val Arg 

195 200 205 

Phe Ala Gly Gly Gin Gin Trp Gly Gly Val Phe Tyr Ala Glu lie Lys 

210 215 220 

Ser Ser Cys Ala Lys Val Gin Thr Arg Lys Gly Ser Leu Leu His Leu 
225 230 235 240 

Thr Leu Pro Lys Lys Val Pro Met Leu Thr Trp Pro Ser Leu Leu Val 

245 250 255 

Glu Ala Asp Glu Gin Leu Cys He Pro Pro Leu Asn Ser Gin Thr Cys 

260 265 270 

Leu Leu Gly Ser Glu Glu Asn Leu Ala Pro Leu Ala Gly Glu Lys Ala 

275 280 285 

Val Pro Pro Gly Asn Asp Pro Val Ser Pro Ala Met Val Arg Ser Arg 

290 295 300 

Asn Pro Gly Lys Asp Asp Cys Ala Lys Glu Glu Met Ala Val Ala Ala 
305 310 315 320 

Asp Ala Ala Thr Leu Val Asp Gly Lys Glu Pro Glu Ser Met Val Asn 

325 330 335 

Leu Ala Phe Val Lys Asn Asp Ser Tyr Glu Lys Gly Pro Asp Ser Val 

340 345 350 

Val Val His Val Tyr Val Lys Glu He Cys Arg Asp Thr Ser Arg Val 

35S 360 365 

Leu Phe Arg Glu Gin Asp Phe Thr Leu lie Phe Gin Thr Arg Asp Gly 
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370 375 380 

Asn Phe Leu Arg Leu His Pro Gly Cys Gly Pro His Thr Thr Phe Arg 
385 390 395 400 

Trp Gin Val Lys Leu Arg Asn Leu lie Glu Pro Glu Gin Cys Thr Phe 

405 410 415 

Cys Phe Thr Ala Ser Arg lie Asp lie Cys Leu Arg Lys Arg Gin Ser 

420 425 430 

Gin Arg Trp Gly Gly Leu Glu Ala Pro Ala Ala Arg Val Gly Gly Ala 

435 440 445 

Lys Val Ala Val Pro Thr Gly Pro Thr Pro Leu Asp Ser Thr Pro Pro 

450 455 460 

Gly Gly Ala Pro His Pro Leu Thr Gly Gin Glu Glu Ala Arg Ala Val 
465 470 475 480 

Glu Lys Asp Lys Ser Lys Ala Arg Ser Glu Asp Thr Gly Leu Asp Ser 

485 490 495 

Val Ala Thr Arg Thr Pro Met Glu His Val Thr Pro Lys Pro Glu Thr 

500 505 . 510 

His Leu Ala Ser Pro Lys Pro Thr Cys Met Val Pro Pro Met Pro His 

515 520 525 

Ser Pro Val Ser Gly Asp Ser Val Glu Glu Glu Glu Glu Glu Glu Lys 

530 535 540 

Lys Val Cys Leu Pro Gly Phe Thr Gly Leu Val Asn Leu Gly Asn Thr 
545 550 555 560 

Cys Phe Met Asn Ser Val lie Gin Ser Leu Ser Asn Thr Arg Glu Leu 

565 570 575 

Arg Asp Phe Phe His Asp Arg Ser Phe Glu Ala Glu lie Asn Tyr Asn 

580 585 590 

Asn Pro Leu Gly Thr Gly Gly Arg Leu Ala lie Gly Phe Ala Val Leu 

595 600 605 

Leu Arg Ala Leu Trp Lys Gly Thr His His Ala Phe Gin Pro Ser Lys 

610 615 620 

Leu Lys Ala lie Val Ala Ser Lys Ala Ser Gin Phe Thr Gly Tyr Ala 
625 630 635 640 

Gin His Asp Ala Gin Glu Phe Met Ala Phe Leu Leu Asp Gly Leu His 

645 650 655 

Glu Asp Leu Asn Arg lie Gin Asn Lys Pro Tyr Thr Glu Thr Val Asp 

660 665 670 

Ser Asp Gly Arg Pro Asp Glu Val Val Ala Glu Glu Ala Trp Gin Arg 

675 . 680 685 

His Lys Met Arg Asn Asp Ser Phe He Val Asp Leu Phe Gin Gly Gin 

690 695 700 

Tyr Lys Ser Lys Leu Val Cys Pro Val Cys Ala Lys Val Ser He Thr 
705 710 715 720 

Phe Asp Pro Phe Leu Tyr Leu Pro Val Pro Leu Pro Gin Lys Gin Lys 

725 730 735 

Val Leu Pro Val Phe Tyr Phe Ala Arg Glu Pro His Ser Lys Pro He 

740 745 750 

Lys Phe Leu Val Ser Val Ser Lys Glu Asn Ser Thr Ala Ser Glu Val 

755 760 765 

Leu Asp Ser Leu Ser Gin Ser Val His Val Lys Pro Glu Asn Leu Arg 

770 775 780 

Leu Ala Glu Val He Lys Asn Arg Phe His Arg Val Phe Leu Pro Ser 
785 790 795 800 

His Ser Leu Asp Thr Val Ser Pro Ser Asp Thr Leu Leu Cys Phe Glu 
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805 810 815 



Leu 


Leu 


Ser 


Ser 


Glu 


Leu 


Ala 


Lys 


Glu 


Arg 


Val 


Val 


Val 


i_jfciLL Li Val 








820 










825 










Q 1 f\ 


Gin 


Gin 


Arg 


Pro 


Gin 


Val 


Pro 


Ser 


Val 


Pro 


He 


Ser 


Lys 


Lyo nla /A-L cl 






835 










840 














Cys 


Gin 


Arg 


Lys 


Gin 


Gin 


Ser 


Glu 


Asp 


Glu 


Lys 


Leu 


Lys 


i^rg cys inr 




850 










855 










ft & n 






Arg 




Tyr Arg Val 


Gly Tyr 


Cys 


Asn 


Gin 


Leu 


Cys 


uin 


J-*ys inr his 


86 5 










870 










875 






880 


Trp 


Pro 


Asp 


His 


Lys 


Gly Leu 


Cys 


Arg 


Pro 


Glu 


Asn 




uly 1 y L srLO 










885 










890 








895 


Phe 


Leu 


Val 


Ser 


Val 


Pro 


Ala 


Ser 


Arg 


Leu 


Thr 


Tyr 


Ala 


Arg Leu Ala 








900 










905 










910 


Gin 


Leu 


Leu 


Glu 


Gly Tyr Ala 


Arg Tyr Ser Val 


Ser 


Val 


Phe Gin Pro 






915 










920 










925 




Pro 


Phe 


Gin 


Pro 


Gly Arg Met 


Ala 


Leu 


Glu 


Ser 


Gin 


Ser 


Pro Gly Cys 




930 










935 










94 0 






Thr 


Thr 


Leu 


Leu 


Ser 


Thr 


Gly 


Ser 


Leu 


Glu 


Ala 


Gly 


Asp 


Ser Glu Arg 


945 










950 










955 






960 


Asp 


Pro 


He 


Gin 


Pro 


Pro 


Glu 


Leu 


Gin 


Leu 


Val 


Thr 


Pro 


Met Ala Glu 










965 










970 








975 


Gly Asp Thr Gly Leu 


Pro 


Arg 


Val 


Trp 


Ala 


Ala 


Pro 


Asp 


Arg Gly Pro 








980 










985 










990 


Val 


Pro 


Ser 


Thr 


Ser 


Gly 


He 


Ser 


Ser 


Glu 


Met 


Leu 


Ala 


Ser Gly Pro 






995 










1000 








1005 


He 


Glu 


Val 


Gly Ser 


Leu 


Pro 


Ala 


Gly Glu 


Arg 


Val 


Ser 


Arg Pro Glu 




1010 








1015 








1020 




Ala 


Ala 


Val 


Pro Gly Tyr 


Gin 


His 


Pro 


Ser 


Glu 


Ala 


Met 


Asn Ala His 



1025 1030 1035 1040 

Thr Pro Gin Phe Phe lie Tyr Lys He Asp Ser Ser Asn Arg Glu Gin 

1045 1050 1055 

Arg Leu Glu Asp Lys Gly Asp Thr Pro Leu Glu Leu Gly Asp Asp Cys 

1060 1065 1070 

Ser Leu Ala Leu Val Trp Arg Asn Asn Glu Arg Leu Gin Glu Phe Val 

1075 1080 1085 

Leu Val Ala Ser Lys Glu Leu Glu Cys Ala Glu Asp Pro Gly Ser Ala 

1090 1095 1100 

Gly Glu Ala Ala Arg Ala Gly His Phe Thr Leu Asp Gin Cys Leu Asn 
1105 1110 1115 1120 

Leu Phe Thr Arg Pro Glu Val Leu Ala Pro Glu Glu Ala Trp Tyr Cys 

1125 1130 1135 

Pro Gin Cys Lys Gin His Arg Glu Ala Ser Lys Gin Leu Leu Leu Trp 

1140 1145 1150 

Arg Leu Pro Asn Val Leu He Val Gin Leu Lys Arg Phe Ser Phe Arg 

1155 1160 1165 

Ser Phe He Trp Arg Asp Lys He Asn Asp Leu Val Glu Phe Pro Val 

1170 1175 1180 

Arg Asn Leu Asp Leu Ser Lys Phe Cys He Gly Gin Lys Glu Glu Gin 
1185 1190 1195 1200 

Leu Pro Ser Tyr Asp Leu Tyr Ala Val lie Asn His Tyr Gly Gly Met 

1205 1210 1215 

lie Gly Gly His Tyr Thr Ala Cys Ala Arg Leu Pro Asn Asp Arg Ser 

1220 1225 1230 

Ser Gin Arg Ser Asp Val Gly Trp Arg Leu Phe Asp Asp Ser Thr Val 
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1235 1240 1245 

Thr Thr Val Asp Glu Ser Gin Val Val Thr Arg Tyr Ala Tyr Val Leu 

1250 * 1255 1260 

Phe Tyr Arg Arg Arg Asn Ser Pro Val Glu Arg Pro Pro Arg Ala Gly 
1265 1270 1275 . 1280 

His Ser Glu His His Pro Asp Leu Gly Pro Ala Ala Glu Ala Ala Ala 

1285 1290 1295 

Ser Gin Ala Ser Arg He Trp Gin Glu Leu Glu Ala Glu Glu Glu Pro 

1300 1305 1310 

Val Pro Glu Gly Ser Gly Pro Leu Gly Pro Trp Gly Pro Gin Asp Trp 

1315 ' 1320 1325 

Val Gly Pro Leu Pro Arg Gly Pro Thr Thr Pro Asp Glu Gly Cys Leu 

1330 1335 1340 

Arg Tyr Phe Val Leu Gly Thr Val Ala Ala Leu Val Ala Leu Val Leu 
1345 1350 1355 1360 

Asn Val Phe Tyr Pro Leu Val Ser Gin Ser Arg Trp Arg 
1365 1370 

<210> 3909 
<211> 2704 
<212> DNA 

<213> Homo sapiens 
<400> 3909 

caccttctct ggacactcat catatagtct atttttggcc caacttcttt tgaaagggcc 
60 

cattctttac ctcatttaga taaatcagat aggtctttct tgcttacttc attaacaact 
120 

caattaatta taaccacatc acatgaagat tagatgtaat taggacctgt ccaatgtctt 
180 

tacatcccag tccttctgta ctcctaacct taagcaaatt ggtcgacctc tgtaggtcta 
240 

agtattctgt gtgtaacatg aaagctttga attaggccac gtttccggct aattttttaa 
300 

aaagtgtttg tgatcctgtg aattccataa cccaccacct tccttttcca actcttcacc 
360 

ttttaaatcc actttccatc tctccagagg aaagggcatt gagagtagag gaagcaagtc 
420 • 

cctttcacta aagcagcctg gtttgaaaaa gccggtaatc tctgaactgt ctcttgcttg 
480 

aacaagaaaa actccctctg aaataccttt ttctccttgt gatagcaaca gaaaccaagc 
540 

agcaacagcc cttggaaaga ggctaaattt ttcttgactt ctgcagcaac aaagaccgtg 
600 

aaaagttggc acttctggcc taacgctgcc gtcatcctac ccctcacccc agggcaaccc 
660 

aggctggaca tttagtgcct ccctctttat tcctctgtga tcatccagat cagcacttga 
720 

ctgtttattt tcaaatctca cgaacctcac cccaagatct tcacattctg gatctcagct 
780 

gctcttgaag gacagtgact tgttaccacc gcaacagcag agcctgccat ccccaacaga 
840 

tcaccagttg tccctgacat cgtgccctac cttgtctccc tttgtggtct cctaaatgcc 
900 
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catctcgttg gccttggttc ggctagtggt 
960 

9^gtgtgtgt gacccactga cccaatggac 
1020 

tcggagggag ataatgaatc agaggaattt 
1080 

gacctgtatc gacacccaca gcttgatgca 
1140 

gagaactctg tatccatcag agaatatgga 
1200 

atcaacatca gcttcctcga tgaggaagtc 
1260 

cctattgtgt tgaggctgcg attttctctc 
1320 

attgaggttt tccagccatc aaataaggaa 
1380 

atcctgggta tgtttacatc ccaacaatgg 
1440 

cagcaggaga agaggcacag ttggttcaag 
1500 

ggcctcagca tcttttcacc catccccaag 
1560 

atgctgaaag gcaaactagg. tgtaccagag 
1620 

atctcctgta ccatgaataa ccccaaagtg 
1680 

gtcagtggtc actgcaagaa cattcccact 

1740 

aagtatgcag aacagaggat tccaacattg 
1800 

catgtcttcc aaaatggatc tatgctgaag 
1860 

ttctccttct acacactggg cgtcatgtct 
1920 

gaggtggtgg atctgctggt ggccatgtgt 
1980 

atcatctttg agccttatcc ctctgtggtg 
2040 

aaccctaaga agaagaatta tgagcggctt 
2100 

cgggagatga cccagggctc atatttggaa 
2160 

ctggcccatc ctctcctgca gtggatcatc 
2220 

cctctcagca ggcagctgaa gttcatgcac 
2280 

cctcctgcca aggaggctcg gttccggacc 
2340 

ttccatgggt cccacattga gaactggcat 
2400 

tcctacacca aactgcagga atgggaaaag 
2460 

tggtccagag atacaacagg atgaatacca 
2520 



atggaggggt gctgcctagc actgacctga 
atcaaaggcc agttctggaa tgatgacgac 
ctctatggcg ttcaggggag ctgtgcagct 
gacattgaag ccgtgaagga gatctacagt 
actatcgatg acgtggacat tgacctccac 
tctacagcct ggaaggtcct ccggacagaa 
tcccagtacc tagatggacc agaaccatcc 
ggatttgggc tgggtcttca gttgaaaaag 
aaacatctga gcaatgattt cttgaagacc 
gcaagtggta ccatcaagaa gttccgagct 
tctcccagtt tccctatcat acaggactcc 
cttcgggttg ggcgcctcat gaaccgttcc 
gaagtgtttg gctaccctcc cagcccccag 
ctggagtatg gattcctcgt tcagatcatg 
aatgagtact gtgtggtgtg tgatgagcag 
ccagctgtct gtactcgtga actatgcgtt 
ggagctgcag aggaggtggc cactggagca 
agggcagctt tagagtcccc tagaaagagc 
gaccccactg atcccaagac tcfcggccttt 
cagaaagctc tggatagtgt gatgtctatt 
atcaagaaac agatggacaa gttggatccc 
tctagcaaca ggtcacacat tgtcaaacta 
acctcacacc agttcctcct gctgagcagc 
gccaagaagc tctatggcag cacctttgcc 
tcgatcctgc gcaatgggct ggtcaatgca 
gacagcacag gatgccctcc aaggatgagc 
tcccccagac ccgatccatt cagtcacggt 
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tcctgcagag tcggaatcta aactgtatag cactttgtga agtgattaca tctaaggacc 
2580 

tccagaagca tgggaacatc tgggtgtgcc ctgtgtccga ccatgtctgc acaagattct 
2640 

tctttgtata tgaggatggt caggtgggcg atgccaacat tattattcgg gtccccaagt 

2700 

taca 

2704 

<210> 3910 
<211> 499 
<212> PRT 

<213> Homo sapiens 
<400> 3910 

Met Asp He Lys Gly Gin Phe Trp Asn Asp Asp Asp Ser Glu Gly Asp 

1 5 10 15 

Asn Glu Ser Glu Glu Phe Leu Tyr Gly Val Gin Gly Ser Cys Ala Ala 

20 25 30 

Asp Leu Tyr Arg His Pro Gin Leu Asp Ala Asp He Glu Ala Val Lys 

35 40 45 

Glu He Tyr Ser Glu Asn Ser Val Ser lie Arg Glu Tyr Gly Thr He 

50 55 60 

Asp Asp Val Asp lie Asp Leu His He Asn He Ser Phe Leu Asp Glu 
65 70 75 80 

Glu Val Ser Thr Ala Trp Lys Val Leu Arg Thr Glu Pro He Val Leu 

85 90 95 

Arg Leu Arg Phe Ser Leu Ser Gin Tyr Leu Asp Gly Pro Glu Pro Ser 

100 105 110 

lie Glu Val Phe Gin Pro Ser Asn Lys Glu Gly Phe Gly Leu Gly Leu 

115 120 125 

Gin Leu Lys Lys He Leu Gly Met Phe Thr Ser Gin Gin Trp Lys His 

130 135 140 

Leu Ser Asn Asp Phe Leu Lys Thr Gin Gin Glu Lys Arg His Ser Trp 
145 150 155 160 

Phe Lys Ala Ser Gly Thr lie Lys Lys Phe Arg Ala Gly Leu Ser He 

165 170 175 

Phe Ser Pro lie Pro Lys Ser Pro Ser Phe Pro He He Gin Asp Ser 

180 185 190 

Met Leu Lys Gly Lys Leu Gly Val Pro Glu Leu Arg Val Gly Arg Leu 

195 200 205 

Met Asn Arg Ser He Ser Cys Thr Met Asn Asn Pro Lys Val Glu Val 

210 215 220 

Phe Gly Tyr Pro Pro Ser Pro Gin Val Ser Gly His Cys Lys Asn lie 
225 230 235 240 

Pro Thr Leu Glu Tyr Gly Phe Leu Val Gin lie Met Lys Tyr Ala Glu 

245 250 255 

Gin Arg He Pro Thr Leu Asn Glu Tyr Cys Val Val Cys Asp Glu Gin 

260 265 270 

His Val Phe Gin Asn Gly Ser Met Leu Lys Pro Ala Val Cys Thr Arg 

275 280 285 

Glu Leu Cys Val Phe Ser Phe Tyr Thr Leu Gly Val Met Ser Gly Ala 

290 295 300 

Ala Glu Glu Val Ala Thr Gly Ala Glu Val Val Asp Leu Leu Val Ala 
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305 










310 










11 c 
J1j 












Met 


v_ y o 


Arg 


MX d 




Leu 


V7-LU 




Pro 


Arg 


Lys 


Ser 


lie 


lie 


Phe 


Glu 










325 










■Jin 










33 5 




P JTO 


lyr 


Pro 




Val 


Val 


Asp 


Pro 


i nr 


Asp 


Pro 


Lys 


Thr 


Leu 


Ala 


Phe 








340 










J *± o 










J t> U 






Asn 


Pro 


Lys 


Lys 


Lys 


Asn 


Tyr 




Arg 


Leu 


Gin 


Lys 


Ala 


Leu 


Asp 


Ser 






■5 C C 
J *) J 










360 










365 








Vdl 




Ser 


lie 


Arg 


t*xu 


Met 


Thr 


Gin 


Gly 


Ser 


Tyr 


Leu 


Glu 


lie 


Lys 




370 










375 










380 










Lys 


fin 


i Y Ici U 


Asp 


Lys 


Leu 


Asp 


Pro 


Leu 


Ala 


His 


Pro 


Leu 


Leu 


Gin 


Trp 


385 










390 










395 










400 


lie 


lie 


Ser 


Ser 


Asn 


Arg 


Ser 


His 


lie 


Val 


Lys 


Leu 


Pro 


Leu 


Ser 


Arg 










405 










410 










415 




Gin 


Leu 


Lys 


Phe 


Met 


His 


Thr 


Ser 


His 


Gin 


Phe 


Leu 


Leu 


Leu 


Ser 


Ser 








420 










425 










430 






Pro 


Pro 


Ala 


Lys 


Glu 


Ala 


Arg 


Phe 


Arg 


Thr 


Ala 


Lys 


Lys 


Leu 


Tyr 


Gly 






435 










440 










445 








Ser 


Thr 


Phe 


Ala 


Phe 


His 


Gly Ser His 


lie 


Glu 


Asn 


Trp 


His 


Ser 


lie 




450 










455 










460 










Leu 


Arg 


Asn 


Gly 


Leu 


Val 


Asn 


Ala 


Ser 


Tyr 


Thr 


Lys 


Leu 


Gin 


Glu 


Trp 


465 










470 










475 










480 


Glu 


Lys 


Asp 


Ser 


Thr Gly Cys 


Pro 


Pro Arg Met 


Ser 


Trp 


Ser 


Arg 


Asp 










485 










490 










495 




Thr 


Thr Gly 





























<210> 3911 
<211> 9121 
<212> DNA 

<213> Homo sapiens 
<400> 3911 

nnggatgtgg tgagccctct tgactatgag acgaccaagg agtacaccct acgggtgcga 
60 

gcacaggatg gtggccgtcc cccactctct aatgtctctg gcttggtgac agtacaggtc 
120 

ctggatatca acgacaatgc cc'ccatcttc gtcagcaccc ctttccaggc tactgtcctg 
180 

gagagcgtcc ccttaggcta cctggttctc catgtccagg ctatcgacgc tgatgctggt 
240 

gacaatgccc gcctggaata ccgccttgct ggggtgggac atgacttccc cttcaccatc 
300 

aacaatggca caggctggat ctctgtggct gctgaactgg accgggagga agttgatttc 
360 

tacagctttg gggtagaagc tcgagaccat ggcactccag cactcactgc ctcggccagt 
420 

gtcagcgtga ctgtcctgga tgtcaacgac aacaatccaa cctttaccca accagagtac 
480 ' 

acagtgcggc tcaatgagga tgcagctgtg ggcaccagcg tggtgacggt gtcagctgtg 
540 

gaccgtgatg ctcatagtgt catcacctac cagatcacca gtggcaatac tcgaaaccgc 
600 

ttctccatca ccagccaaag tggtggtggg ctggtatccc ttgccctgcc actggactac 
660 
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aaacttgagc ggcagtatgt gttggctgtt accgcctccg atggcactcg gcaggacacg 
720 • 

gcacagattg tggtgaatgt caccgacgcc aacacccatc gtcctgtctt tcagagctcc 
780 

cactatacag tgaatgttaa tgaggaccgg ccggcaggca ccacggtggt gctgatcagc 
840 

gccacggatg aggacacagg tgagaatgcc cgcatcacct acttcatgga ggacagcatc 
900 

ccccagttcc gcatcgatgc agacacgggg gctgtcacca cccaggctga gctggactac 
960 

gaagaccaag tgtcttacac cctggccatt actgctcggg acaatggcat tccccagaag 
1020 

tccgacacca cctacctgga gatcctggtg aacgacgtga atgacaatgc ccctcagttc 
1080 

ctgcgagact cctaccaggg cagtgtctat gaggatgtgc cacccttcac tagcgtcctg 
1140 

cagatctcag ccactgatcg tgattctgga cttaatggca gggtcttcta caccttccaa 
1200 

ggaggcgacg atggagacgg tgactttatt gttgagtcca cgtcaggcat cgtgcgaacg 
1260 

ctacggaggc tggatcgaga gaacgtggcc cagtatgtct tgcgggcata tgcagtggac 
1320 

aaggggatgc ccccagcccg cacacctatg gaagtgacag tcactgtgtt ggatgtgaat 
1380 

gacaatcccc ctgtctttga gcaggatgag tttgatgtgt ttgtggaaga gaacagcccc 
1440 

attgggctag ccgtggcccg ggtcacagcc actgaccccg atgaaggcac caatgcccag 
1500 

attatgtacc agattgtgga gggcaacatc cctgaggtct tccagctgga catcttctcc 
1560 

ggggagctga cagccctggt agacttagac tacgaggacc ggcctgagta cgtcctggtc 
1620 

atccaggcca cgtcagctcc tctggtgagc cgggctacag tccacgtccg cctccttgac 
1680 

cgcaatgaca acccaccagt gctgggcaac tttgagatcc ttttcaacaa ctatgtcacc 
1740 

aatcgctcaa gcagcttccc tgggggtgcc attggccgag tacctgccca tgaccctgat 
1800 

atctcagata gtctgactta cagctttgag cggggaaatg aactcagcct ggtcctgctc 
1860 

aatgcctcca cgggtgagct gaagctaagc cgcgcactgg acaacaaccg gcctctggag 
1920 

gcgctcatga gcgtgtctgt gtctgatggc atccacagcg tcacggcctt ctgcaccctg 
1980 

cgtgtcacca tcatcacgga cgacatgctg accaacagca tcactgtccg cctggagaac 
2040 

atgtcccagg agaagttcct gtccccgctg ctggccctct tcgtggaggg ggtggccgcc 
2100 

gtgctgtcca ccaccaagga cgacgtcttc gtcttcaacg .tccagaacga caccgacgtc 
2160 

agctccaaca tcctgaacgt gaccttctcg gcgctgctgc ctggcggcgt ccgcggccag 
2220 

ttcttcccgt cggaggacct gcaggagcag atctacctga atcggacgct gctgaccacc 
2280 
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atctccacgc agcgcgtgct gcccttcgac gacaacatct gcctgcgcga gccctgcgag 
2340 

aactacatga agtgcgtgtc cgttctgcga ttcgacagct ccgcgccctt cctcagctcc 
2400 

accaccgtgc tcttccggcc catccacccc atcaacggcc tgcgctgccg ctgcccgccc 
2460 

ggcttcaccg gcgactactg cgagacggag atcgacctct gctactcgcg gccgtgcggc 
2520 

gccaacggcc gctgccgcag ccgcgagggc ggctacacct gcctctgtcg tgatggctac 
2580 

acgggtgagc actgtgaggt gagtgctcgc tcaggccgtt gcaccccggg tgtctgcaag 
2640 

aatgggggca cctgtgtcaa cctgctggtg ggcggtttca agtgcgattg cccatctgga 
2700 

gacttcgaga agccctactg ccaggtgacc acgcgcagct tccccgccca ctccttcatc 
2760 

acctttcgcg gcctgcgcca gcgtttccac ttcaccctgg ccctctcgtt tgccacaaag 
2820 

gagcgcgacg ggttgctgtt gtacaatggg cgtttcaatg agaagcatga ctttgtggcc 
2880 

ctcgaggtga tccaggagca ggtccagctc accttctctg caggggagtc aaccaccacg 
2940 

gtgtccccat tcgtgcccgg aggagtcagt gatggccagt ggcatacggt gcagctgaaa 
3000 

tactacaata agccactgtt gggtcagaca gggctcccac agggcccatc agagcagaag 
3060 

gtggctgtgg tgaccgtgga tggctgtgac acaggagtgg ccttgcgctt cggatctgtc 
3120 

ctgggcaact actcctgtgc tgcccagggc acccagggtg gcagcaagaa gtctctggat 
3180 

ctgacggggc ccctgctact aggcggggtg cctgacctgc ccgagagctt cccagtccga 
3240 

atgcggcagt tcgtgggctg catgcggaac ctgcaggtgg acagccggca catagacatg 
3300 

gctgacttca ttgccaacaa tggcaccgtg cctggctgcc ctgccaagaa gaacgtgtgt 
3360 

gacagcaaca cttgccacaa tgggggcact tgcgtgaacc agtgggacgc gttcagctgc 
3420 

g^gtgccccc tgggctttgg gggcaagagc tgcgcccagg aaatggccaa tccacagcac 
3480 

ttcctgggca gcagcctggt ggcctggcat ggcctctcgc tgcccatctc ccaaccctgg 
3540 

tacctcagcc tcatgttccg cacgcgccag gccgacggtg tcctgctgca ggccatcacc 
3600 

agggggcgca gcaccatcac cctacagcta cgagagggcc acgtgatgct gagcgtggag 
3660 

ggcacagggc ttcaggcctc ctctctccgt ctggagccag gccgggccaa tgacggtgac 
3720 

tggcaccatg cacagctggc actgggagcc agcggggggc ctggccatgc cattctgtcc 
3780 

ttcgattatg ggcagcagag agcagagggc aacctgggcc cccggctgca tggtctgcac 
3840 

ctgagcaaca taacagtggg cggaatacct gggccagccg gcggtgtggc ccgtggcttt 
3900 
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cggggctgtt tgcagggtgt 
3960 

cccagccatg gggagagcat 
4020 

tcaaacccgt gtcctgctaa 
4080 

tgtgatccag gttactatgg 
4140 

caccagtctg tgtgtacccg 
4200 

ccaaattacc ttgggccata 
4260 

tggggacatc ccacatgtgg 
4320 

tgcaacaaga caagcggcga 
4380 

cccacctgcc tcttgtgtga 
4440 

gaggatggcc agtgtccatg 
4500 

aacccttttg ctgaggtcac 
4560 

gcgattgagg ctgggatctg 

4620 

tgtcccaaag gctcctttgg 
4680 

cccccaaacc tcttcaactg 

4740 

cggctacagc ggaatgagtc 
4800 

ctgcgcaacg ccacgcagca 
4860 

cagctggcca cgcggctgct 
4920 

acacaggacg tgcacttcac 
4980 

gccaacaagc ggcactggga 
5040 

cagcactatg aggcctacgc 
5100 

cccttcacca tcgtcacgcc 
5160 

tttgctgggg ccaagctgcc 
5220 

gagacaacag tcattctgcc 
5280 

gcaggccccg gagaggccca 
5340 

gagctgagcc agggtgaggc 
5400 

ctgcctcata actatgaccc 
5460 

aacacacccg tggtgagcat 
5520 



gcgggtgagc gatacgccag 
caacgtggag caaggctgta 
cagctattgc agcaacgact 
tgacaactgt actaatgtgt 
caagcccagt gccccccatg 
ctgtgagacc aggattgacc 
cccatgcaac tgtgatgtca 
gtgccactgc aaggagaacc 
ctgctacccc acaggctcct 
caagccaggt gtcatcgggc 
caccaatggc tgtgaagtga 
gtggccccgt acccgcttcg 
gactgctgtg cgccactgtg 
cacgtccatc accttctcag 
aggcctagac tcagggcgct 
cacagctggc tacttcggca 
ggcccacgag agcacccagc 
tgagaatctg ctgcgggtgg 
gctgatccag cagacagagg 
cagtgccctg gcccagaaca 
caacattgtc atctccgtag 
ccgctacgag gccctgcgtg 
tgagtctgtc ttcagagaga 
ggagccagag gagctggcac 
tgtggccagc gtcatcatct 
tgacaagcgc agcttgagag 
cagcgtccat gatgatgagg 



agggggttaa cagcctggat 
gcctgcctga cccttgtgac 
gggacagcta ttcctgcagc 
gtgacctgaa cccgtgtgag 
gctatacctg cgagtgtccc 
agccttgtcc ccgtggctgg 
gcaaaggctt tgacccagac 
actaccggcc cccaggcagc 
tgtccagagt ctgtgaccct 
gtcagtgtga ccgctgtgac 
attatgacag ctgcccacga 
ggctgcctgc tgctgctccc 
atgagcacag ggggtggctc 
aactgaaggg cttcgctgag 
cccagcagct agccctgctc 
gcgacgtcaa ggtggcctac 
ggggctttgg gctgtctgcc 
gcagcgccct cctggacaca 
gtggcaccgc ctggctgctc 
tgcggcacac ctacctaagc 
tgcgcttgga caaagggaac 
gggagcagcc cccggacctt 
cgccccccgt ggtcaggccc 
ggcgacagcg acggcacccg 
accgcaccct ggccgggcta 
tccccaaacg cccgatcatc 
agcttctgcc ccgggccctg 
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gacaaacccg tcacggtgca gttccgcctg ctggagacag aggagcggac caagcccatc 
5580 

tgtgtcttct ggaaccattc aatcctggtc agtggcacag gtggctggtc ggccagaggc 
5640 

tgtgaagtcg tcttccgcaa tgagagccac gtcagctgcc agtgcaacca catgacgagc 
5700 

ttcgctgtgc tcatggacgt ttctcggcgg gagaatgggg agatcctgcc actgaagaca 
5760 

ctgacatacg tggctctagg tgtcaccttg gctgcccttc tgctcacctt cttcttcctc 
5820 

actctcttgc gtatcctgcg ctccaaccaa cacggcatcc gacgtaacct gacagctgcc 
5880 

ctgggcctgg ctcagctggt cttcctcctg ggaatcaacc aggctgacct cccttttgcc 
5940 

tgcacagtca ttgccatcct gctgcacttc ctgtacctct gcaccttttc ctgggctctg 
6000 

ctggaggcct tgcacctgta ccgggcactc actgaggtgc gcgatgtcaa caccggcccc 
6060 

atgcgcttct actacatgct gggctggggc gtgcctgcct tcatcacagg gctagccgtg 
6120 

ggcctggacc ccgagggcta cgggaaccct gacttctgct ggctctccat ctatgacacg 
6180 

ctcatctgga gttttgctgg cccggtggcc tttgccgtct cgatgagtgt cttcctgtac 
6240 

atcctggcgg cccgggcctc ctgtgctgcc cagcggcagg gctttgagaa gaaaggtcct 
6300 

gtctcgggcc tgcagccctc cttcgccgtc ctcctgctgc tgagcgccac gtggctgctg 
6360 

gcactgctct ctgtcaacag cgacaccctc ctcttccact acctctttgc tacctgcaat 
6420 

tgcatccagg gccccttcat cttcctctcc tatgtggtgc ttagcaagga ggtccggaaa 
6480 

gcactcaagc ttgcctgcag ccgcaagccc agccctgacc ctgctctgac caccaagtcc 
6540 

accctgacct cgtcctacaa ctgccccagc ccctacgcag atgggcggct gtaccagccc 
6600 

tacggagact cggccggctc tctgcacagc accagtcgct cgggcaagag tcagcccagc 
6660 

tacatcccct tcttgctgag ggaggagtcc gcactgaacc ctggccaagg gccccctggc 
6720 

ct gggg9 atc caggcagcct gttcctggaa ggtcaagacc agcageatga tcctgacacg 
6780 

gactccgaca gtgacct^tc cttagaagac gaccagagtg gctcctatgc ctctacccac 
6840 

tcatcagaca gtgaggagga agaagaggag gaggaagagg aggccgcctt ccctggagag 
6900 

cagggctggg atagcctgct ggggcctgga gcagagagac tgcccctgca cagtactccc 
6960 

aaggatgggg gcccagggcc tggcaaggcc ccctggccag gagactttgg gaccacagca 
7020 

aaagagagta gtggcaacgg ggcccctgag gagcggctgc gggagaatgg agatgccctg 
7080 

tctcgagagg ggtccctagg cccccttcca ggctcttctg cccagcctca caaaggcatc 
7140 
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cttaagaaga 
72 00 

gagcaatgca 
7260 

cctccccgcc 
7320 

gccatgagca 
7380 

tttaacttcc 
7440 

ccagccgcac 
7500 

tgcccgcagc 
7560 

caccccacct 
7620 

ggacccctgg 
7680 

taaaaaagga 
7740 

tgactcccct 
7800 

tcagtttccc 
7860 

tacgccatca 
7920 

gctgcacccg 
7980 

gcccgcactg 
8040 

cagcgcccct 
8100 

ggcgggggtc 
8160 

cccaggtgtt 
8220 

cccgggcagg 
8280 

aagagtaaac 
8340 

agtctgggtt 
8400 

tgtctaacct 
8460 

tctcttcttc 
852Q . 
gtgaagagag 
8580 

tgtccagtcc 
8640 

ttgggggctt 

8700 

ctcctcagtt 
8760 



agtgtctgcc 
cagggtcttc 
caccgccccg 
tcaaggcagg 
tgcattaacc 
tcatgccctg 
agcgacgaaa 
aaggccatct 
ggccaacatc 
tctccactct 
ttcccttccc 
atctgctgtg 
ccaaaaggaa 
ggcaggcctc 
cctctcccag 
ggacccccaa 
gggcagcccc 
tgctcagttg 
ccagtcatgt 
acagtgctgg 
ctggtgtcca 
gctgtggcct 
aaaggaccag 
agttaatata 
cgggggtctg 
gacgcccttc 
ttgccgactg 



caccatcagc 
ccggggctcc 
gcagagcctc 
cacggtggat 
ctgggccgtg 
ctcctgtctt 
cgtccatctg 
agtgccaact 
tccaagacaa 
tcatgacttc 
aaagaggata 
cctctgggag 
aggacaaagc 
agaacggtga 
gaactggaaa 
atgctgcatg 
agcccctctc 
ctgacccaaa 
gttaagttgc 
ctcggctgcc 
ctcacccacc 
ctgagacatg 
gtcctgttcc 
tttgttttat 
atatggccat 
cccttgcccc 
cttttcatct 



gagaagagca 
tccgctagtg 
caggagcagc 
gaggactcgt 
gttcctacgc 
gtgctttatc 
aggagcctgg 
ccccccccac 
agtttttcag 
agggattcat 
ggacctccca 
gagagggact 
cacacgcagc 
ggggccaggg 
agccctgtcc 
aacacatttt 
cttttcctgg 
agtgcttcat 
gcttctttgc 
ctgagggtgc 
ccacccccca 
ttc.tattttt 
tctttctccc 
ttatttgctt 
cacaggctgg 
aggccatcat 
gagtcaccat 



gcctcctgcg 
a gggcagccg 
tgaacggggt 
caggctccga 
ccgaggctcc 
ctgccccgct 
gccttgccgg 
cattcccctc 
aaaagaggaa 
tttttttata 
ggatgcttcc 
cctggggggc 
cagggcttca 
caaagggtgt 
ggtgaggggg 
caggggagcc 
actctggccg 
ttttcgtgcc 
tgtgatgtgg 
tcaatcaagc 
aaatcagaca 
aaccccttct 
cgactccacc 
tttgcgttgg 
gtgttcccag 
ctccccacct 
ttactccaag 



gctccccctg 
gggcggcccc 
catgcccatc 
atttctcttc 
cttcccttcc 
ccccatcgcc 

gaggggtact 

actgcacttt 
aaaaagaatt 
cgctggaaat 
cagcctctcc 
ctgcccctca 
cacccttcag 
gcctcgtcct 
cagaaggact 
tgtgccccca 
tgcgcggcag 
cgccccgcgc 
gtgggggagg 
acaggtttca 
aatgctactt 
tggaattggc 
ccagctccct 
gatgggttcg 
cagccctggc 
ctcctcccct 
catgtattcc 



3064 



WO 00/58473 



PCT/US00/08621 



agacttgtca ctgactttcc ttctggagca ggtggctaga 
8820 

aagaaaggct cctgtttctc atttgtgagg ccagcctctg 
8880 

ccccctgtct tctcccctca gcaattcctg caaagggtta 
8940 

tactgatgac ttgatttaaa aaaaatacaa agatgctgga 
9000 

tcagattgta cagtttggtt gttgctgtaa atatggtagc 
9060 

tcatgcccca tactactgaa taaactagtt ctgtgcgggt 

9120 

a 

9121 

<210> 3912 
<2ll> 2405 
<212> PRT 

<213> Homo sapiens 

<400> 3912 
Glu Ser Val 
1 

Ala Asp Ala 

Gly His Asp 
35 

Val Ala Ala 
50 

Val Glu Ala 
65 

Val Ser Val 

Gin Pro Glu 

Ser Val Val 
115 

Thr Tyr Gin 
130 

Ser Gin Ser 
145 

Lys Leu Glu 

Arg Gin Asp 

His Arg Pro 
195 

Asp Arg Pro 

210 
Asp Thr Gly 
225 

Pro Gin Phe 
Glu Leu Asp 



Pro Leu Gly Tyr Leu Val Leu His 

5 10 
Gly Asp Asn Ala Arg Leu Glu Tyr 
20 25 
Phe Pro Phe Thr lie Asn Asn Gly 
40 

Glu Leu Asp Arg Glu Glu Val Asp 
55 

Arg Asp His Gly Thr Pro Ala Leu 
70 75 
. Thr Val Leu Asp Val Asn Asp Asn 
85 90 
Tyr Thr Val Arg Leu Asn Glu Asp 
100 105 
Thr Val Ser Ala Val Asp Arg Asp 
120 

lie Thr Ser Gly Asn Thr Arg Asn 
135 

Gly Gly Gly Leu Val Ser Leu Ala 
150 . 155 

Arg Gin Tyr Val Leu Ala Val Thr 

165 170 
Thr Ala Gin He Val Val Asn Val 
180 185 
Val Phe Gin Ser Ser His Tyr Thr 
200 

Ala Gly Thr Thr Val Val Leu He 
215 

Glu Asn Ala Arg lie Thr Tyr Phe 
230 235 
Arg He Asp Ala Asp Thr Gly Ala 

245 250 
Tyr Glu Asp Gin Val Ser Tyr Thr 



aaaagaggct gtgggcagga 
gcttttctgc cgtggattct 
aaaatttaac tggtttttac 
tgctaacttg atactaacca 
gttttgttgt tgttgttttt 
acaaaaaaaa aaaaaaaaaa 



Val Gin Ala He Asp 
15 

Arg Leu Ala Gly Val 
30 

Thr Gly Trp lie Ser 
45 

Phe Tyr Ser Phe Gly 
60 

Thr Ala Ser Ala Ser 
80 

Asn Pro Thr Phe Thr 
95 

Ala Ala Val Gly Thr 
110 

Ala His Ser Val lie 
125 

Arg Phe Ser He Thr 
140 

Leu Pro Leu Asp Tyr 
160 

Ala Ser Asp Gly Thr 
175 

Thr Asp Ala Asn Thr 
190 

Val Asn Val Asn Glu 
205 

Ser Ala Thr Asp Glu 
220 

Met Glu Asp Ser He 
240 

Val Thr Thr Gin Ala 
255 

Leu Ala He Thr Ala 
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260 

Arg Asp Asn Gly 
275 

Leu Val Asn Asp 
290 

Tyr Gin Gly Ser 
305 

Gin He Ser Ala 

Tyr Thr Phe Gin 
340 

Ser Thr Ser Gly 
355 

Val Ala Gin Tyr 
370 

Pro Ala Arg Thr 
385 

Asp Asn Pro Pro 

Glu Asn Ser Pro 
420 

Pro Asp Glu Gly 
435 

Asn He Pro Glu 
450 

Ala Leu Val Asp 
465 

He Gin Ala Thr 

Arg Leu Leu Asp 
500 

He Leu Phe Asn 
515 

Gly Ala He Gly 
530 

Leu Thr Tyr Ser 
545 

Asn Ala Ser Thr 

Arg Pro Leu Glu 
580 

Ser Val Thr Ala 
595 

Met Leu Thr Asn 
610 

Lys Phe Leu Ser 
625 

Val Leu Ser Thr 

Asp Thr Asp Val 
660 

Leu Pro Gly Gly 
675 

Glu Gin He Tyr 



He Pro Gin 

Val Asn Asp 
295 

Val Tyr Glu 
310 

Thr Asp Arg 
325 

Gly Gly Asp 

He Val Arg 

Val Leu Arg 
375 

Pro Met Glu 
390 

Val Phe Glu 
405 

He Gly Leu 

Thr Asn Ala 

Val Phe Gin 
455 

Leu Asp Tyr 

470 
Ser Ala Pro 
485 

Arg Asn Asp 

Asn Tyr Val 

Arg Val Pro 
535 

Phe Glu Arg 
550 

Gly Glu Leu 
565 

Ala Leu Met 

Phe Cys Thr 

Ser He Thr 
615 

Pro Leu Leu 

630 
Thr Lys Asp 
645 

Ser Ser Asn 
Val Arg Gly 
Leu Asn Arg 



265 
Lys Ser Asp 
280 

Asn Ala Pro 

Asp Val Pro 

Asp Ser Gly 
330 

Asp Gly Asp 

345 
Thr Leu Arg 
360 

Ala Tyr Ala 

val Thr Val 

Gin Asp Glu 
410 

Ala Val Ala 

425 
Gin He Met 
440 

Leu Asp He 

Glu Asp Arg 

Leu Val Ser 
490 

Asn Pro Pro 
505 

Thr Asn Arg 
520 

Ala His Asp 

Gly Asn Glu 

Lys Leu Ser 
570 

Ser Val Ser 

585 
Leu Arg Val 
600 

Val Arg Leu 

Ala Leu Phe 

Asp Val Phe 
650 

lie Leu Asn 

665 
Gin Phe Phe 
680 

Thr Leu Leu 



Thr Thr Tyr 
285 

Gin Phe Leu 

300 
Pro Phe Thr 
315 

Leu Asn Gly 

Gly Asp Phe 

Arg Leu Asp 
365 

Val Asp Lys 
380 

Thr Val Leu 
395 

Phe Asp Val 

Arg Val Thr 

Tyr Glri He 
445 

Phe Ser Gly 

460 
Pro Glu Tyr 
475 

Arg Ala Thr 

Val Leu Gly 

Ser Ser Ser 
525 

Pro Asp He 
540 

Leu 5er Leu 
555 

Arg Ala Leu 

Val Ser Asp 

Thr lie He 
605 

Glu Asn Met 

620 
Val Glu Gly 
635 

Val Phe Asn 

Val Thr Phe 

Pro Ser Glu 
685 

Thr Thr He 



270 

Leu Glu He 

Arg Asp Ser 

Ser Val Leu 
320 

Arg Val Phe 

335 
He Val Glu 
350 

Arg Glu Asn 

Gly Met Pro 

Asp Val Asn 
400 

Phe Val Glu 

415 
Ala Thr Asp 
430 

Val Glu Gly 

Glu Leu Thr 

Val Leu Val 
480 

Val His Val 

495 
Asn Phe Glu 
510 

Phe Pro Gly 

Ser Asp Ser 

Val Leu Leu 
560 

Asp Asn Asn 

575 
Gly lie His 
590 

Thr Asp Asp 

Ser Gin Glu 

Val Ala Ala 
640 

Val Gin Asn 

655 
Ser Ala Leu 
670 

Asp Leu Gin 
Ser Thr Gin 
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690 695 700 

Arg Val Leu Pro Phe Asp Asp Asn lie Cys Leu Arg Glu Pro Cys Glu 
705 710 715 720 

Asn Tyr Met Lys Cys Val Ser Val Leu Arg Phe Asp Ser Ser Ala Pro 

725 730 735 

Phe Leu Ser Ser Thr Thr Val Leu Phe Arg Pro lie His Pro lie Asn 

740 745 750 

Gly Leu Arg Cys Arg Cys Pro Pro Gly Phe Thr Gly Asp Tyr Cys Glu 

755 760 765 

Thr Glu lie Asp Leu Cys Tyr Ser Arg Pro Cys Gly Ala Asn Gly Arg 

770 775 780 

Cys Arg Ser Arg Glu Gly Gly Tyr Thr Cys Leu Cys Arg Asp Gly Tyr 
785 790 795 800 

Thr Gly Glu His Cys Glu Val Ser Ala Arg Ser Gly Arg Cys Thr Pro 

805 810 815 

Gly Val Cys Lys Asn Gly Gly Thr Cys Val Asn Leu Leu Val Gly Gly 

820 825 830 

Phe Lys Cys Asp Cys Pro Ser Gly Asp Phe Glu Lys Pro Tyr Cys Gin 

835 840 845 

Val Thr Thr Arg Ser Phe Pro Ala His Ser Phe lie Thr Phe Arg Gly 

850 855 860 

Leu Arg Gin Arg Phe His Phe Thr Leu Ala Leu Ser Phe Ala Thr Lys 
865 870 875 880 

Glu Arg Asp Gly Leu Leu Leu Tyr Asn Gly Arg Phe Asn Glu Lys His 

885 890 895 

Asp Phe Val Ala Leu Glu Val He Gin Glu Gin Val Gin Leu Thr Phe 

900 905 910 

Ser Ala Gly Glu Ser Thr Thr Thr Val Ser Pro Phe Val Pro Gly Gly 

915 920 925 

Val Ser Asp Gly Gin Trp His Thr Val Gin Leu Lys Tyr Tyr Asn Lys 

930 935 940 

Pro Leu Leu Gly Gin Thr Gly Leu Pro Gin Gly Pro Ser Glu Gin Lys 
945 950 955 960 

Val Ala Val Val Thr Val Asp Gly Cys Asp Thr Gly Val Ala Leu Arg 

965 970 975 

Phe Gly Ser Val Leu Gly Asn Tyr Ser Cys Ala Ala Gin Gly Thr Gin 

980 985 990 

Gly Gly Ser Lys Lys Ser Leu Asp Leu Thr Gly Pro Leu Leu Leu Gly 

995 1000 1005 

Gly Val Pro Asp Leu Pro Glu Ser Phe Pro Val Arg Met Arg Gin Phe 

1010 1015 1020 

Val Gly Cys Met Arg Asn Leu Gin Val Asp Ser Arg His He Asp Met 
1025 1030 1035 1040 

Ala Asp Phe He Ala Asn Asn Gly Thr Val Pro Gly Cys Pro Ala Lys 

1045 1050 1055 

Lys Asn Val Cys Asp Ser Asn Thr Cys His Asn Gly Gly Thr Cys Val 

1060 1065 1070 

Asn Gin Trp Asp Ala Phe Ser Cys Glu Cys Pro Leu Gly Phe Gly Gly 

1075 1080 1085 

Lys Ser Cys Ala Gin Glu Met Ala Asn Pro Gin His Phe Leu Gly Ser 

1090 1095 1100 

Ser Leu Val Ala Trp His Gly Leu Ser Leu Pro He Ser Gin Pro Trp 
1105 1110 1115 1120 

Tyr Leu Ser Leu Met Phe Arg Thr Arg Gin Ala Asp Gly Val Leu Leu 
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1125 1130 1135 

Gin Ala lie Thr Arg Gly Arg Ser Thr lie Thr Leu Gin Leu Arg Glu 

1140 1145 1150 

Gly His Val Met Leu Ser Val Glu Gly Thr Gly Leu Gin Ala Ser Ser 

1155 1160 1165 

Leu Arg Leu Glu Pro Gly Arg Ala Asn Asp Gly Asp Trp His His Ala 

1170 . 1175 1180 

Gin Leu Ala Leu Gly Ala Ser Gly Gly Pro Gly His Ala lie Leu Ser 
1185 1190 1195 1200 

Phe Asp Tyr Gly Gin Gin Arg Ala Glu Gly Asn Leu Gly Pro Arg Leu 

1205 1210 1215 

His Gly Leu His Leu Ser Asn lie Thr Val Gly Gly lie Pro Gly Pro 

1220 1225 1230 

Ala Gly Gly Val Ala Arg Gly Phe Arg Gly Cys Leu Gin Gly Val Arg 

1235 1240 1245 

Val Ser Asp Thr Pro Glu Gly Val Asn Ser Leu Asp Pro Ser His Gly 

1250 1255 1260 

Glu Ser lie Asn Val Glu Gin Gly Cys Ser Leu Pro Asp Pro Cys Asp 
1265 1270 1275 1280 

Ser Asn Pro Cys Pro Ala Asn Ser Tyr Cys Ser Asn Asp Trp Asp Ser 

1285 1290 1295 

Tyr Ser Cys Ser Cys Asp Pro Gly Tyr Tyr Gly Asp Asn Cys Thr Asn 

1300 1305 1310 

Val Cys Asp Leu Asn Pro Cys Glu His Gin Ser Val Cys Thr Arg Lys 

1315 1320 1325 

Pro Ser Ala Pro His Gly Tyr Thr Cys Glu Cys Pro Pro Asn Tyr Leu 

1330 1335 1340 > 

Gly Pro Tyr Cys Glu Thr Arg lie Asp Gin Pro Cys Pro Arg Gly Trp 
1345 1350 1355 1360 

Trp Gly His Pro Thr Cys Gly Pro Cys Asn Cys Asp Val Ser Lys Gly 

1365 1370 1375 

Phe Asp Pro Asp Cys Asn Lys Thr Ser Gly Glu Cys His Cys Lys Glu 

1380 1385 1390 

Asn His Tyr Arg Pro Pro Gly Ser Pro Thr Cys Leu Leu Cys Asp Cys 

1395 1400 1405 

Tyr Pro Thr Gly Ser Leu Ser Arg Val Cys Asp Pro Glu Asp Gly Gin 

1410 1415 1420 

Cys Pro Cys Lys Pro Gly Val lie Gly Arg Gin Cys Asp Arg Cys Asp 
1425 1430 1435 1440 

Asn Pro Phe Ala Glu Val Thr Thr Asn Gly Cys Glu Val Asn Tyr Asp 

1445 1450 1455 

Ser Cys Pro Arg Ala He Glu Ala Gly He Trp Trp Pro Arg Thr Arg 

1460 1465 1470 . 

Phe Gly Leu Pro Ala Ala Ala Pro Cys Pro Lys Gly Ser Phe Gly Thr 

1475 1480 1485 

Ala Val Arg His Cys Asp Glu His Arg Gly Trp Leu Pro Pro Asn Leu 

1490 1495 1500 

Phe Asn Cys Thr Ser He Thr Phe Ser Glu Leu Lys Gly Phe Ala Glu 
1505 1510 1515 1520 

Arg Leu Gin Arg Asn Glu Ser Gly Leu Asp Ser Gly Arg Ser Gin Gin 

1525 1530 1535 

Leu Ala Leu Leu Leu Arg Asn Ala Thr Gin His Thr Ala Gly Tyr Phe 

1540 1545 1550 

Gly Ser Asp Val Lys Val Ala Tyr Gin Leu Ala Thr Arg Leu Leu Ala 
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1555 1560 1565 

His Glu Ser Thr Gin Arg Gly Phe Gly Leu Ser Ala Thr Gin Asp Val 

1570 1575 1580 

His Phe Thr Glu Asn Leu Leu Arg Val Gly Ser Ala Leu Leu Asp Thr 
1585 1590 1595 1600 

Ala Asn Lys Arg His Trp Glu Leu lie Gin Gin Thr Glu Gly Gly Thr 

1605 1610 1615 

Ala Trp Leu Leu Gin His Tyr Glu Ala Tyr Ala Ser Ala Leu Ala Gin 

1620 1625 1630 

Asn Met Arg His Thr Tyr Leu Ser Pro Phe Thr lie Val Thr Pro Asn 

1635 1640 1645 

lie Val lie Ser Val Val Arg Leu Asp Lys Gly Asn Phe Ala Gly Ala 

1650 1655 1660 

Lys Leu Pro Arg Tyr Glu Ala Leu Arg Gly Glu Gin Pro Pro Asp Leu 
1665 1670 1675 1680 

Glu Thr Thr Val lie Leu Pro Glu Ser Val Phe Arg Glu Thr Pro Pro 

1685 1690 1695 

Val Val Arg Pro Ala Gly Pro Gly Glu Ala Gin Glu Pro Glu Glu Leu 

1700 1705 1710 

Ala Arg Arg Gin Arg Arg His Pro Glu Leu Ser Gin Gly Glu Ala Val 

1715 1720 1725 

Ala Ser Val lie lie Tyr Arg Thr Leu Ala Gly Leu Leu Pro His Asn 

-1730 1735 1740 

Tyr Asp Pro Asp Lys Arg Ser Leu Arg Val Pro Lys Arg Pro lie lie 
1745 . 1750 1755 . 1760 

Asn Thr Pro Val Val Ser lie Ser Val His Asp Asp Glu Glu Leu Leu 

1765 1770 1775 

Pro Arg Ala Leu Asp Lys Pro Val Thr Val Gin Phe Arg Leu Leu Glu 

1780 1785 1790 

Thr Glu Glu Arg Thr Lys Pro lie Cys Val Phe Trp Asn His Ser lie 

1795 1800 1805 

Leu Val Ser Gly Thr Gly Gly Trp Ser Ala Arg Gly Cys Glu Val Val 

1810 1815 1820 

Phe Arg Asn Glu Ser His Val Ser Cys Gin Cys Asn His Met Thr Ser 
1825 1830 1835 1840 

Phe Ala Val Leu Met Asp Val Ser Arg Arg Glu Asn Gly Glu lie Leu 

1845 1850 1855 

Pro Leu Lys Thr Leu Thr Tyr Val Ala Leu Gly Val Thr Leu Ala Ala 

1860 1865 1870 

Leu Leu Leu Thr Phe Phe Phe Leu Thr Leu Leu Arg lie Leu Arg Ser 

1875 1880 1885 

Asn Gin His Gly lie Arg Arg Asn Leu Thr Ala Ala Leu Gly Leu Ala 

1890 1895 1900 

Gin Leu Val Phe Leu Leu Gly lie Asn Gin Ala Asp Leu Pro Phe Ala 
1905 1910 1915 1920 

Cys Thr Val He Ala He Leu Leu His Phe Leu Tyr Leu Cys Thr Phe 

1925 1930 1935 

Ser Trp Ala Leu Leu Glu Ala Leu His Leu Tyr Arg Ala Leu Thr Glu 

1940 1945 1950 

Val Arg Asp Val Asn Thr Gly Pro Met Arg Phe Tyr Tyr Met Leu Gly 

1955 i960 1965 

Trp Gly Val Pro Ala Phe lie Thr Gly Leu Ala Val Gly Leu Asp Pro 

1970 1975 1980 

Glu Gly Tyr Gly Asn Pro Asp Phe Cys Trp Leu Ser He Tyr Asp Thr 
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1985 1990 1995 2000 

Leu lie Trp Ser Phe Ala Gly Pro Val Ala Phe Ala Val Ser Met Ser 

2005 2010 2015 

Val Phe Leu Tyr lie Leu Ala Ala Arg Ala Ser Cys Ala Ala Gin Arg 

2020 2025 2030 

Gin Gly Phe Glu Lys Lys Gly Pro Val Ser Gly Leu Gin Pro Ser Phe 

2035 2040 2045 

Ala Val Leu Leu Leu Leu Ser Ala Thr Trp Leu Leu Ala Leu Leu Ser 

2 050 2055 2060 

Val Asn Ser Asp Thr Leu Leu Phe His Tyr Leu Phe Ala Thr Cys Asn 
2065 2070 2075 2080 

Cys lie Gin Gly Pro Phe lie Phe Leu Ser Tyr Val Val Leu Ser Lys 

2085 2090 2095 

Glu Val Arg Lys Ala Leu Lys Leu Ala Cys Ser Arg Lys Pro Ser Pro 

2100 2105 2110 

Asp Pro Ala Leu Thr Thr Lys Ser Thr Leu Thr Ser Ser Tyr Asn Cys 

2115 2120 2125 

Pro Ser Pro Tyr Ala Asp Gly Arg Leu Tyr Gin Pro Tyr Gly Asp Ser 

2130 2135 2140 

Ala Gly Ser Leu His Ser Thr Ser Arg Ser Gly Lys Ser Gin Pro Ser 
2145 2150 2155 2160 

Tyr lie Pro Phe Leu Leu Arg Glu Glu Ser Ala Leu Asn Pro Gly Gin 

2165 2170 2175 

Gly Pro Pro Gly Leu Gly Asp Pro Gly Ser Leu Phe Leu Glu Gly Gin 

2180 2185 2190 

Asp Gin Gin His Asp Pro Asp Thr Asp Ser Asp Ser Asp Leu Ser Leu 

2195 2200 2205 

Glu Asp Asp Gin Ser Gly Ser Tyr Ala Ser Thr His Ser Ser Asp Ser 

2210 2215 2220 

Glu Glu Glu Glu Glu Glu Glu Glu Glu Glu Ala Ala Phe Pro Gly Glu 
2225 2230 2235 2240 

Gin Gly Trp Asp Ser Leu Leu Gly Pro Gly Ala Glu Arg Leu Pro Leu 

2245 2250 2255 

His Ser Thr Pro Lys Asp Gly Gly Pro Gly Pro Gly Lys Ala Pro Trp 

2260 2265 2270 

Pro Gly Asp Phe Gly Thr Thr Ala Lys Glu Ser Ser Gly Asn Gly Ala 

2275 2280 2285 

Pro Glu Glu Arg Leu Arg Glu Asn Gly Asp Ala Leu Ser Arg Glu Gly 

2290 2295 2300 

Ser Leu Gly Pro Leu Pro Gly Ser Ser Ala Gin Pro His Lys Gly lie 
2305 2310 2315 2320 

Leu Lys Lys Lys Cys Leu Pro Thr lie Ser Glu Lys Ser Ser Leu Leu 

2325 2330 2335 

Arg Leu Pro Leu Glu Gin Cys Thr Gly Ser Ser Arg Gly Ser Ser Ala 

2340 2345 2350 

Ser Glu Gly Ser Arg Gly Gly Pro Pro Pro Arg Pro Pro Pro Arg Gin 

2355 2360 2365 

Ser Leu Gin Glu Gin Leu Asn Gly Val Met Pro lie Ala Met Ser lie 

2370 2375 2380 

Lys Ala Gly Thr Val Asp Glu Asp Ser Ser Gly Ser Glu Phe Leu Phe 
2385 2390 2395 2400 

Phe Asn Phe Leu His 
2405 
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<210> 3913 

<211> 5237 

<212> DNA 

<213> Homo sapiens 

<400> 3913 

ncccgggggg ggggggttat 
60 

agggcgggcg ccgccgctgc 
120 

gagctaatcc cggactcctt 
180 

cggctcactc gtctcaatca 
240 

acttccgagg ttcacatgag 
300 

atagcagtaa gcaacattgt 
360 

aatgatgttg tttctggcag 
420 

ggagattatg accttaacat 
480 

tttcttcagt cgatgccagc 
540 

ttggtagcgt catctagtga 
600 

cagcatcgaa ttcagcacaa 
660 

cttaaatact atgtactttt 
720 

atttatgaag aaatgaaaca 
780 

tctcgaacat ctaatcgagc 
840 

cagaaaaata gtattcaaaa 
900 

aataagaatt ctgataataa 
960 

ggcttaccaa ataactttag 
1020 

aacagtattg atggcccaga 
1080 

ggaaatactg gaataattca 
1140 

cagtttatac aaaagttcac 
1200 

caattaaacg atcagctaat 
1260 

aaaaaatggt ttagtggcag 
1320 

tctggcttgc tgtatcctcc 
1380 

tgttttttgg tgcagcatta 
1440 



aactgctgca gccgcaggat 
ctgtgctgcg gcgatggccc 
cgtcccctgt gtcgctgcgc 
cctcagcttc gcggagctgc 
agatcctaat aatcaacttc 
cacccagcca cctcagcctg 
tcagcctgca gaaggattag 
cagtgccact actccatggt 
atcggatcat gaatttctga 
agctgaacct gtggaacagt 
cagtgattat tcctacccca 
acatgatgta agtgcaggag 
gaaatatgga actcagggtt 
atcagatgaa cagataccag 
ccaggaatca tatgaagatg 
cttgctttca ttggatggat 
agctcaccca cttcagttgg 
tcatctaaga tctgcttcat 
tggtgcatgt ttaacactta 
atttcggggc cttttgccac 
atcaagaaaa ggtttgagtc 
taaagttcca gaaaagagca 
ggaagcacca gaacttcaaa 
tgatttggct tacagttgct 



aacctcgcag ggtgggccgg 
agtgtgtaca aacagtgcag 
tgtgcagcga cgaagccgag 
ttaagccctt ctcccgcctc 
acgtaattaa aaatttgaag 
gagccatccg gaagcttttg 
tagctaatgt gattacagca 
ttgagtctta cagagaaacc 
accactattt agcatgtatg 
tttcaaagtt gtcacaagaa 
agtggtttat accaaataca 
atgaacagag agctgaatca 
gctatttact taaaattaat 
atccttggag tcagtatctc 
gcccttgtac tataacttca 
tagataacga agtcaaagat 
agcaatccag tgacccttct 
cgttacatga aacaaagaaa 
ctgatcatga tagaattcga 
atatagagaa aacaattagg 
gatctctatt ttctgcaact 
ttaatgacct gaaaaataca 
tcaggaaaat ggctgactta 
atcatactgc aaagaaagat 
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tttcttaatg 
1500 

gcttttcttc 
1560 

cagacataca 
1620 

gctgaacttt 
1680 

accagtgagg 
1740 

ataaacatga 
1800 

cgatttagta 
1860 

gtttacaaag 
1920 

cagtcctata 
1980 

aatgaaagta 
2040 

tacaagaatg 
2100 

attaacagtt 
2160 

aaacaagcag 
2220 

tggcgagaac 
2280 

tttcatccca 
2340 

gttgtagaag 
2400 

ttgttgactg 
2460 

aatgaagaag 
2520 

tcagagttct 
2580^ 

cacatagggg 
2640 

atgacagtag 
2700 

atgtcagtcc 
2760 

gaagagaaaa 
2820 

gaaatgccac 
2880 

atccgaaaag 
2940 

gttgtttcta 
3000 

ctaagtccct 
3060 



atcaagcaat 
aaccaggagc 
gagatatctg 
taaaaagcca 
attctgatct 
aaagtcccat 
aagcagggca 
gaaaaggctg 
ctcttagaca 
aacaatctgc 
taagtcagct 
cagcaacacg 
ctactcatgt 
ttgaggaaca 
cacaatactg 
aaccaattac 
atttgtcatt 
ttaaacaact 
taattaatgg 
agctgcatat 
atggcattgg 
gagggaagca 
catctgttaa 
tgttggaggt 
catatgtaga 
aacgtccaga 
cagcttctga 



gctttatgca 
acctaggcca 
caagaatatg 
aagcaaatat 
tcgaagtgca 
ggttagaaaa 
gaaaaagcat 
gtctcttgca 
gctggataat 
tgctcaacag 
gtcaccagat 
ggtttttttt 
aagtcttgat 
agttgtttct 
tttgaacagt 
agtggaagtg 
gctttggaag 
agttacaagt 
cgaagaatca 
tctgggagtt 
tgctcttccc 
ggatttagaa 
atatggccct 
gttctttata 
atttgtcaat 
gttctttact 
gaattgtagt 



gctggtgcct 
tatcctgctc 
gtgttggctg 
tcagaggctg 
cttcttttgg 
tatgcatttc 
gctttacgct 
gaggatcaca 
gctgtgtctg 
ggggctttcc 
ggtcctttgc 
ggccatgaca 
caagaatatg 
gtggttaaca 
tactcagata 
gcttttagaa 
tttcatccta 
gaacctgaaa 
aaagtggcaa 
gtttataatc 
ggatgtcaca 
attcaaggtc 
gatcgacgtt 
cattttccta 
gtcagcaaat 
ttcggtggta 
gcttacaaga 



tggaaatggc 
attacatgga 
aaagatgtgt 
cagctctcct 
aacaggcagc 
atatgatatt 
gttattgtca 
ttaatttcac 
cttttaggca 
tcagagaata 
cacagcttcc 
gacgaccagc 
attctgaatc 
aaggagtaat 
attcaagatt 
accctttgaa 
aagatttcag 
tgattggagc 
gactaaagct 
ttggcactat 
caggaaaata 
ctcgacttaa 
tagatcccat 
cagggcttct 
gtccacttac 
atactgctgt 
ctgttgtgac 



agcagtgtct 
tacagcaatt 
gttgcttagt 
aatacggttg 
acattgcttt 
ggcaggccat 
agccatgcaa 
tattgggcgc 
tattctaatt 
tctttatgtt 
tttaccgtat 
ggatggtgaa 
ctctcagcag 
tccatccaat 
tccacttgca 
agttctactt 
tggaaaggat 
tgaagttatt 
ctttccccat 
tcagggctct 
ttccttgagt 
caacacaaaa 
aatcacagaa 
ctgtggagaa 
tggattgaag 
tctaacacca 
agatgctacc 
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tctgtgtgta cagcactcat 
3120 

agtcaaccag aggtgattcc 
3180 

gtgcagctgc caatgtggtt 
3240 

ttgttttact atgaaagtgt 
3300 

actgcaatta tttgtaccag 
3360 

tctcttgaaa atgaagaagg 
3420 

accaatacta gtgaagcagg 
3480 

aaacactgga agttacagaa 
3540 

agtagggaga agggaaagtt 
3600 

acacagtcct ctgaaaaata 
3660 

agttcagcaa gcccatgtgc 
3720 

ccacaagctc acttgcctgt 
3780 

attcaaaaat gcagtgaggt 
3840 

gaagacagta aacagcttat 
3900 

aaagaagcct tttcatatcc 
3960 

ttcaggccag aaaacattac 
4020 

attaaaacga gtcttcacta 
4080 

tgtttagtac cagtcactct 
4140 

gttgatcttc ggcataaaac 
4200 

tggcttggac aaacacagta 
4260 

ctgaaagcat gctttgttca 
4320 

aagttatcgg accaagttac 
4380 

atcatcatca gtaatgtgtg 
4440 

tttgctggat gggttttaca 
4500 

atatctgatc cctgcaaaat 
4560 

gactgagaat acttaacatt 
4620 

gctcataata caggatatca 
4680 



atcatcagct tcttctgtag 
tgttcccctt cctgacactg 
acgtgggcct gatgaagaag 
caaaaagcag ccaaaaatac 
tcggtcttta aatgtacggg 
cagaggaggc aatatgctag 
cgttaaggaa ttccacatag 
atctgtaaat ctttctgaaa 
ttgctttaag gcaataagat 
tacctttgca gatatcatct 
agacttcttt tatcgaagtt 
gcatacagaa aaacagtcaa 
agatttgaat attgtcatat 
tttggaaggt caacatcatg 
tcagaaacag gagccaccag 
agtttcctca aggccatcag 
cccagaatca tttaatcatc 
tttactttcc aattgtfccta 
aacaagtcca gaagcactgg 
taaacttcaa cttaaaagcc 
tacaggtgtt tataaccttg 
agtgtttgaa acaagtcagc 
acaacttgga aatttgtact 
gcagtatttg atatacctaa 
actttgactt gtcattttgt 
ctttttctgt atttctttaa 
gcatatttgt gcaccttatt 



actttggcat tggcacagga 
ttcttctacc cggagcctca 
gtgtccatga aattaacttt 
ggcacagaat attaagacac 
ccactgtctg cagaagtaat 
tctttgtgga tgtggaaaat 
tgcaagtatc aagtagtagc 
acaaagatgc caaacttgcc 
gtgagaaaga agaagcggcc 
ttggaaatga acagataata 
tatcttctga attgaaaaaa 
cagaggatgc tgtgagattg 
tatggaaggc atacgttgtg 
ttattcttcg cactatagga 
aaatggaact attgaaattt 
tagagcagct ttctagtctc 
catttcatca aaaaagcctt 
aggctgatgt agatgtcata 
aaatccatgg atcattcaca 
aggagattca cagtctgcag 
gaactcctag ggtatttgcc 
agaattccat gcctgccctg 
gaaatccaca ataatcagtt 
cttgttatgg aggttgattg 
tgatgatgca aagcacgttg 
accctgagaa taatttacat 
aagccccatc ttaagaaaac 
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acaaagtcta agtctgctgt tacaacttgt caatggtata cgaatattag gagatgattc 
4740 

tgagaaagga aaggccttgt tggcagtact cctgttaagc cattagtctc taaattccag 
4800 

ctttactgtg aagttctata gagtgttaaa tacaaatttt cctgtcttgc ttcacacagt 
4860 

tccttaaaat cagttttgaa ctttggtcat agagtcttca tatttcagta tttggtggtc 
4920 

cctatgactt atacataact ttgtaaaaag aaaaaaaaat tttttctgat gctttgaata 
4980 

tagttttgaa aggagttttg acttttttcc cctcattcat ctcagtatag agtgcgctat 
5040 

ttcacaatac gatttttgtc attaaaatta ccatattctt tattatataa cgttaactat 
5100 

tgagttgatc tgtttaaaat ataaatctca agttaattaa aaataagctt ttcaaaaatg 
5160 

tattatattt ataacaaata tactgtaaat agaataaaga catgctattc actgtaaaaa 
5220 

aaaaaaaaaa aaaaaaa 
5237 

<210> 3914 
<211> 1435 
<212> PRT 

<213> Homo sapiens 
<400> 3914 

Met Ala Gin Cys Val Gin Thr Val Gin Glu Leu He Pro Asp Ser Phe 

1 5 10 15 

Val Pro Cys Val Ala Ala Leu Cys Ser Asp Glu Ala Glu Arg Leu Thr 

20 25 30 

Arg Leu Asn His Leu Ser Phe Ala Glu Leu Leu Lys Pro Phe Ser Arg 

35 40 45 

Leu Thr Ser Glu Val His Met Arg Asp Pro Asn Asn Gin Leu His Val 

50 55 60 

lie Lys Asn Leu Lys He Ala Val Ser Asn He Val Thr Gin Pro Pro 
65 70 75 80 

Gin Pro Gly Ala lie Arg Lys Leu Leu Asn Asp Val Val Ser Gly Ser 

85 90 95 

Gin Pro Ala Glu Gly Leu Val Ala Asn Val He Thr Ala Gly Asp Tyr 

100 . 105 110 

Asp Leu Asn He Ser Ala Thr Thr Pro Trp Phe Glu Ser Tyr Arg Glu 

115 120 125 

Thr Phe Leu Gin Ser Met Pro Ala Ser Asp His Glu Phe Leu Asn His 

130 135 140 

Tyr Leu Ala Cys Met Leu Val Ala Ser Ser Ser Glu Ala Glu Pro Val 
145 150 155 160 

Glu Gin Phe Ser Lys Leu Ser Gin Glu Gin His Arg lie Gin His Asn 

165 170 175 

Ser Asp Tyr Ser Tyr Pro Lys Trp Phe lie Pro Asn Thr Leu Lys Tyr 

180 185 190 

Tyr Val Leu Leu His Asp Val Ser Ala Gly Asp Glu Gin Arg Ala Glu 

195 200 205 

Ser He Tyr Glu Glu Met Lys Gin Lys Tyr Gly Thr Gin Gly Cys Tyr 
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210 

Leu Leu Lys lie 

225 

He Pro Asp Pro 

Gin Glu Ser Tyr 
260 

Ser Asp Asn Asn 
275 

Asp Gly Leu Pro 
290 

Ser Ser Asp Pro 
305 

Ala Ser Ser Leu 

Gly Ala Cys Leu 
340 

Gin Lys Phe Thr 
355 

Arg Gin Leu Asn 
370 

Leu Phe Ser Ala 
385 

Lys Ser He Asn 

Glu Ala Pro Glu 
420 

Val Gin His Tyr 
435 

Asp Phe Leu Asn 
450 

Met Ala Ala Val 
465 

Pro Ala His Tyr 

Lys Asn Met Val 
500 

Leu Lys Ser Gin 
515 

Leu Thr Ser Glu 
530 

Ala Ala His Cys 
545 

Ala Phe His Met 

Lys Lys His Ala 
580 

Gly Lys Gly Trp 
595 

Arg Gin Ser Tyr 
610 

Arg His He Leu 
625 

Ala Phe Leu Arg 



215 

Asn Ser Arg Thr 
230 

Trp Ser Gin Tyr 
245 

Glu Asp Gly Pro 

Leu Leu Ser Leu 
280 

Asn Asn Phe Arg 
295 

Ser Asn Ser He 
310 

His Glu Thr Lys 
325 

Thr Leu Thr Asp 

Phe Arg Gly Leu 
360 

Asp Gin Leu He 
375 

Thr Lys Lys Trp 
390 

Asp Leu Lys Asn 
405 

Leu Gin He Arg 

Asp Leu Ala Tyr 
440 

Asp Gin Ala Met 
455 

Ser Ala Phe Leu 
470 

Met Asp Thr Ala 
485 

Leu Ala Glu Arg 

Ser Lys Tyr Ser 
52 0 

Asp Ser Asp Leu 
535 

Phe lie Asn Met 
550 

lie Leu Ala Gly 
565 

Leu Arg Cys Tyr 

Ser Leu Ala Glu 
600 

Thr Leu Arg Gin 
615 

He Asn Glu Ser 
630 

Glu Tyr Leu Tyr 



220 

Ser Asn Arg Ala 
235 

Leu Gin Lys Asn 
250 

Cys Thr lie Thr 
265 

Asp Gly Leu Asp 

Ala His Pro Leu 
300 

Asp Gly Pro Asp 
315 

Lys Gly Asn Thr 
330 

His Asp Arg He 
345 

Leu Pro His He 

Ser Arg Lys Gly 
380 

Phe Ser Gly Ser 
395 

Thr Ser Gly Leu 
410 

Lys Met Ala Asp 
425 

Ser Cys Tyr His 

Leu Tyr Ala Ala 
460 

Gin Pro Gly Ala 
475 

He Gin Thr Tyr 
490 

Cys Val Leu Leu 
505 

Glu Ala Ala Ala 

Arg Ser Ala Leu 
540 

Lys Ser Pro Met 
555 

His Arg Phe Ser 
570 

Cys Gin Ala Met 
585 

Asp His He Asn 

Leu Asp Asn Ala 
620 

Lys Gin Ser Ala 
635 

Val Tyr Lys Asn 



Ser Asp Glu Gin 
240 

Ser He Gin Asn 
255 

Ser Asn Lys Asn 
270 

Asn Glu Val Lys 
285 

Gin Leu Glu Gin 

His Leu Arg Ser 
320 

Gly He He His 
335 

Arg Gin Phe lie 
350 

Glu Lys Thr lie 
365 

Leu Ser Arg Ser 

Lys Val Pro Glu 
400 

Leu Tyr Pro Pro 
415 

Leu Cys Phe Leu 
430 

Thr Ala Lys Lys 
445 

Gly Ala Leu Glu 

Pro Arg Pro Tyr 
480 

Arg Asp He Cys 
495 

Ser Ala Glu Leu 
510 

Leu Leu He Arg 
525 

Leu Leu Glu Gin 

Val Arg Lys Tyr 
560 

Lys Ala Gly Gin 
575 

Gin Val Tyr Lys 
590 

Phe Thr lie Gly 
605 

Val Ser Ala Phe 

Ala Gin Gin Gly 
640 

Val Ser Gin Leu 
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645 650 655 

Ser Pro Asp Gly Pro Leu Pro Gin Leu Pro Leu Pro Tyr lie Asn Ser 

660 665 670 

Ser Ala Thr Arg Val Phe Phe Gly His Asp Arg Arg Pro Ala Asp Gly 

675 680 685 

Glu Lys Gin Ala Ala Thr His Val Ser Leu Asp Gin Glu Tyr Asp Ser 

690 695 700 

Glu Ser Ser Gin Gin Trp Arg Glu Leu Glu Glu Gin Val Val Ser Val 
705 710 715 720 

Val Asn Lys Gly Val He Pro Ser Asn Phe His Pro Thr Gin Tyr Cys 

725 730 735 

Leu Asn Ser Tyr Ser Asp Asn Ser Arg Phe Pro Leu Ala Val Val Glu 

740 745 750 

Glu Pro He Thr Val Glu Val Ala Phe Arg Asn Pro Leu Lys Val Leu 

755 760 765 

Leu Leu Leu Thr Asp Leu Ser Leu Leu Trp Lys Phe His Pro Lys Asp 

770 775 780 

Phe Ser Gly Lys Asp Asn Glu Glu Val Lys Gin Leu Val Thr Ser Glu 
785 790 795 800 

Pro Glu Met He Gly Ala Glu Val lie Ser Glu Phe Leu lie Asn Gly 

805 810 815 

Glu Glu Ser Lys Val Ala Arg Leu Lys Leu Phe Pro His His He Gly 

820 825 830 

Glu Leu His He Leu Gly Val Val Tyr Asn Leu Gly Thr He Gin Gly 

835 840 845 

Ser Met Thr Val Asp Gly He Gly Ala Leu Pro Gly Cys His Thr Gly 

850 855 860 

Lys Tyr Ser Leu Ser Met Ser Val Arg Gly Lys Gin Asp Leu Glu lie 
865 870 875 880 

Gin Gly Pro Arg Leu Asn Asn Thr Lys Glu Glu Lys Thr Ser Val Lys 

885 890 895 

Tyr Gly Pro Asp Arg Arg Leu Asp Pro He He Thr Glu Glu Met Pro 

900 90S 910 

Leu Leu Glu Val Phe Phe He His Phe Pro Thr Gly Leu Leu Cys Gly 

915 920 925 

Glu He Arg Lys Ala Tyr Val Glu Phe Val Asn Val Ser Lys Cys Pro 

930 935 940 

Leu Thr Gly Leu Lys Val Val Ser Lys Arg Pro Glu Phe Phe Thr Phe 
945 950 955 960 

Gly Gly Asn Thr Ala Val Leu Thr Pro Leu Ser Pro Ser Ala Ser Glu 

965 970 975 

Asn Cys Ser Ala Tyr Lys Thr Val Val Thr Asp Ala Thr Ser Val Cys 

980 985 990 

Thr Ala Leu lie Ser Ser Ala Ser Ser Val Asp Phe Gly He Gly Thr 

995 1000 1005 

Gly Ser Gin Pro Glu Val lie Pro Val Pro Leu Pro Asp Thr Val Leu 

1010 lul5 1020 

Leu Pro Gly Ala Ser Val Gin Leu Pro Met Trp Leu Arg Gly Pro Asp 
1025 1030 1035 1040 

Glu Glu Gly Val His Glu He Asn Phe Leu Phe Tyr Tyr Glu Ser Val 

1045 1050 1055 

Lys Lys Gin Pro Lys He Arg His Arg He Leu Arg His Thr Ala He 

1060 1065 1070 

He Cys Thr Ser Arg Ser Leu Asn Val Arg Ala Thr Val Cys Arg Ser 
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1075 1080 1085 

Asn Ser Leu Glu Asn Glu Glu Gly Arg Gly Gly Asn Met Leu Val Phe 

1090 1095 1100 

Val Asp Val Glu Asn Thr Asn Thr Ser Glu Ala Gly Val Lys Glu Phe 
1105 1110 1115 1120 

His He Val Gin Val Ser Ser Ser Ser Lys His Trp Lys Leu Gin Lys 

1125 1130 1135 . 

Ser Val Asn Leu Ser Glu Asn Lys Asp Ala Lys Leu Ala Ser Arg Glu 

1140 1145 H50 

Lys Gly Lys Phe Cys Phe Lys Ala He Arg Cys Glu Lys Glu Glu Ala 

1155 1160 H65 

Ala Thr Gin Ser Ser Glu Lys Tyr Thr Phe Ala Asp lie He Phe Gly 

1170 1175 1180 

Asn Glu Gin He He Ser Ser Ala Ser Pro Cys Ala Asp Phe Phe Tyr 
1185 1190 1195 1200 

Arg Ser Leu Ser Ser Glu Leu Lys Lys Pro Gin Ala His Leu Pro Val 

1205 1210 1215 

His Thr Glu Lys Gin Ser Thr Glu Asp Ala Val Arg Leu He Gin Lys 

1220 1225 1230 

Cys Ser Glu Val Asp Leu Asn He Val He Leu Trp Lys Ala Tyr Val 

1235 1240 1245 

Val Glu Asp Ser Lys Gin Leu He Leu Glu Gly Gin His His Val He 

1250 1255 1260 

Leu Arg Thr He Gly Lys Glu Ala Phe Ser Tyr Pro Gin Lys Gin Glu 
1265 1270 1275 1280 

Pro Pro Glu Met Glu Leu Leu Lys Phe Phe Arg Pro Glu Asn He Thr 

1285 1290 1295 

Val Ser Ser Arg Pro Ser Val Glu Gin Leu Ser Ser Leu He Lys Thr 

1300 1305 1310 

Ser Leu His Tyr Pro Glu Ser Phe Asn His Pro Phe His Gin Lys Ser 

1315 1320 1325 

Leu Cys Leu Val Pro Val Thr Leu Leu Leu Ser Asn Cys Ser Lys Ala 

1330 1335 1340 

Asp Val Asp Val He Val Asp Leu Arg His Lys Thr Thr Ser Pro Glu 
1345 1350 1355 1360 

Ala Leu Glu He His Gly Ser Phe Thr Trp Leu Gly Gin Thr Gin Tyr 

1365 1370 1375 

Lys Leu Gin Leu Lys Ser Gin Glu He His Ser Leu Gin Leu Lys Ala 

1380 1385 1390 

Cys Phe Val His Thr Gly Val Tyr Asn Leu Gly Thr Pro Arg Val Phe 

1395 1400 1405 

Ala Lys Leu Ser Asp Gin Val Thr Val Phe Glu Thr Ser Gin Gin Asn 

1410 1415 1420 

Ser Met Pro Ala Leu He He He Ser Asn Val 
1425 1430 1435 

<210> 3915 

<211> 1802 

<212> DNA 

<213> Homo sapiens 

<400> 3915 

tcgactcgct ggtacaacct tctcagctac aaatacttga agaagcagag cagggagctc 
60 
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aagccagtgg 
120 

ctgttggaac 
180 

acactggaag 
240 

gaggaggagg 
300 

gatatggatg 
360 

ccatccccca 
420 

tttcttcgag 
480 

tacgtgtgcc 
540 

tttgttcgaa 
600 

cagccttcct 
660 

gagttagacc 
720 

ctgaaggagc 
780 

cagtggttgc 
840 

atggaccgag 
900 

aaggatgtgc 
960 

agggagaaga 
1020 

gacgtctaat 
1080 

tgtggctaaa 
1140 

ctcttgttgg 
1200 

acagaacaaa 
1260 

aataataaga 
1320 

tgaactaaag 
1380 

gtacagctcc 
1440 

tcctaatagg 
1500 

tgtacaatat 
1560 

atcttcttga 
1620 

aggctgggtg 
1680 



gagttatggc 
agacagcagt 
acagctggag 

aggtggagga 

ggtacccagc 
cagtggtgcg 
ggagcaccat 
ggctgaatcg 
actccctgga 
cggtcaagtc 
tgcaggcgac 
tcaaggagca 
gtgaggacga 
cggagcacaa 
acaggctccg 
tggcattttt 
cgccagaaaa 
gttatttatg 
tttgaagatg 
aacaaaacac 
ttgtatagtt 
cagtattgag 
accttttaga 
acgtcccgca 
taaaaaaatg 
gctgtgacgt 
ggctaagcag 



ccctgcctca 
ggagctggag 
gtatgaggag 
ggagggagaa 
attaaaggtg 
acctaaggac 
catccgctct 
gagtgatagt 
gcgacgcagc 
gctgcgctcc 
aagaacctgg 
gctggaacaa 
gcgtttccgc 
gggtgagctt 
aggccagagc 
cacccggcct 
gtatttcctt 
tggtgttata 
aaccgacttt 
acacacacac 
tgtatattta 
ttgctgctct 
ggtcttactg 
cttgtcacag 
cacagaaacc 
gtttttatgt 
cctagtctat 



gggcctgcca 
aagaggcagg 
accagtgaga 
gaggatgttt 
gacaaagaga 
cggagagtgg 
aagaccttct 
gacagctcca 
gtccggatga 
gagcgtctga 
cacagccaat 
gccaagagcc 
ctgctgctga 
cagacagaca 
tgtaaggaac 
cggatgaata 
tgttccactg 
tgaaggtact 
ttagtttggg 
aaaaacagaa 
ggagtgtatt 
tcttaaaatc 
caataagaag 
tacagctaat 
attggggggg 
ggctgcccaa 
gtgggtgaca 



gcacggacgc 
agggcaggag 
atgaggcagt 
tcaccgagaa 
ccaacacgga 
gcaccccgtc 
ccccaggacc 
ctctgtccaa 
agcggccgtc 
tccgtacctc 
tgacccagga 
acggggagaa 
ggatgctgga 
agatgatgag 
ccccagaagt 
tcccagctct 
accaggctgt 
gagtcacaag 
tcctactgtt 
acaaaaaaaa 
tttgggaaag 
gtttagattt 
taatgcctgg 
ttttcctagt 
attcagaggt 
cgtggagcgg 
ggccacgctg 



tgtgtctgct 
cagcacacag 
agccgaggaa 
agcctcacct 
gaccccggcc 
ccaggggcca 
ccagagccag 
aaagccacct 
cccaccccca 
gctggacctg 
gatctcggtg 
ggagctgcca 
gaagcggcag 
ggcagctgcc 
tcagtctttc 
ctctgcagat 
gaacattgac 
tcctctagtg 
gttattaaaa 
ccagcattaa 
aaaatttaaa 
tttttggttt 
gggacggtaa 
taacatattt 
gcatccacgg 
gcagtgtgat 
gtctcagatg 
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cccagtgaag ccactaacat gagtgagggg agggctgtgg ggaactccat tcagttttat 
1740 

ctccatcaat aaagtggcct ttcaaaaaga aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 

1800 

aa 

1802 

<210> 3916 
<211> 342 
<212> PRT 

<213> Homo sapiens 
<400> 3916 

Ser Thr Arg Trp Tyr Asn Leu Leu Ser Tyr Lys Tyr Leu Lys Lys Gin 

1 5 10 15 

Ser Arg Glu Leu Lys Pro Val Gly Val Met Ala Pro Ala Ser Gly Pro 

20 25 30 

Ala Ser Thr Asp Ala Val Ser Ala Leu Leu Glu Gin Thr Ala Val Glu 

35 40 45 

Leu Glu Lys Arg Gin Glu Gly Arg Ser Ser Thr Gin Thr Leu Glu Asp 

50 55 60 

Ser Trp Arg Tyr Glu Glu Thr Ser Glu Asn Glu Ala Val Ala Glu Glu 
65 70 75 00 

Glu Glu Glu Glu Val Glu Glu Glu Gly Glu Glu Asp Val Phe Thr Glu 

85 90 95 

Lys Ala Ser Pro Asp Met Asp Gly Tyr Pro Ala Leu Lys Val Asp Lys 

100 . 105 110 

Glu Thr Asn Thr Glu Thr Pro Ala Pro Ser Pro Thr Val Val Arg Pro 

115 120 125 

Lys Asp Arg Arg Val Gly Thr Pro Ser Gin Gly Pro Phe Leu Arg Gly 

130 135 140 

Ser Thr lie lie Arg Ser Lys Thr Phe Ser Pro Gly Pro Gin Ser Gin 
145 150 . 155 160 

Tyr Val Cys Arg Leu Asn Arg Ser Asp Ser Asp Ser Ser Thr Leu Ser 

165 170 175 

Lys Lys Pro Pro Phe Val Arg Asn Ser Leu Glu Arg Arg Ser Val Arg 

180 185 190 

Met Lys Arg Pro Ser Pro Pro Pro Gin Pro Ser Ser Val Lys Ser Leu 

195 200 205 

Arg Ser Glu Arg Leu lie Arg Thr Ser Leu Asp Leu Glu Leu Asp Leu 

210 215 220 

Gin Ala Thr Arg Thr Trp His Ser Gin Leu Thr Gin Glu He Ser Val 
225 230 235 240 

Leu Lys Glu Leu Lys Glu Gin Leu Glu Gin Ala Lys Ser His Gly Glu 

245 250 255 

Lys Glu Leu Pro Gin Trp Leu Arg Glu Asp Glu Arg Phe Arg Leu Leu 

260 265 270 

Leu Arg Met Leu Glu Lys Arg Gin Met Asp Arg Ala Glu His Lys Gly 

275 280 285 

Glu Leu Gin Thr Asp Lys Met Met Arg Ala Ala Ala Lys Asp Val His 

290 295 300 

Arg Leu Arg Gly Gin Ser Cys Lys Glu Pro Pro Glu Val Gin Ser Phe 
305 310 315 320 

Arg Glu Lys Met Ala Phe Phe Thr Arg Pro Arg Met Asn He Pro Ala 
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325 330 335 

Leu Ser Ala Asp Asp Val 
340 

<210> 3917 
<211> 597 
<212> DNA 

<213> Homo sapiens 
<400> 3917 

ntttgtgctc tctgcgtggc taagtttttc acctactagg acgggggtgg ggtggggaga 
60 

acaggtgtcc ttctaaaata cagcacaagc tacagcctgc gtccagccat aacccaggag 
120 

taacatcaga aacaggtgag aatgaccact ttaactcacc gggcccgtcg cactgaaata 
180 

agcaagaact ctgaaaagaa gatggaaagt gaggaagaca gtaattggga gaaaagtcca 
240 

gacaatgaag attctggaga ctctaaggat atccgcctta ctcttatgga agaagtattg 
300 

cttctgggac taaaagataa agaggggtac acatctttct ggaatgactg catatcatca 
360 

ggcctgcgag ggggcatcct gatagagctg gccatgcggg gtcgaatcta tctggaaccc 
420 

ccgaccatgc gtaagaagcg actactagac agaaaggtac tgctaaagtc agacagccca 
480 

acaggtgatg ttttactgga tgaaactctg aaacacatca aagcaactga acccacagaa 
540 

actgtccaaa catggataga gctactcact ggtgagacct ggaacccctt caaatta 
597 

<210> 3918 
<211> 152 
<212> PRT 

<213> Homo sapiens 
<400> 3918 

Met Thr Thr Leu Thr .His Arg Ala Arg Arg Thr Glu He Ser Lys Asn 

1 5 10 15 

Ser Glu Lys Lys Met Glu Ser Glu Glu Asp Ser Asn Trp Glu Lys Ser 

20 25 30 

Pro Asp Asn Glu Asp Ser Gly Asp Ser Lys Asp He Arg Leu Thr Leu 

35 40 45 

Met Glu Glu Val Leu Leu Leu Gly Leu Lys Asp Lys Glu Gly Tyr Thr 

50 55 60 

Ser Phe Trp Asn Asp Cys He Ser Ser Gly Leu Arg Gly Gly He Leu 
65 70 75 80 

lie Glu Leu Ala Met Arg Gly Arg He Tyr Leu Glu Pro Pro Thr Met 

85 90 95 

Arg Lys Lys Arg Leu Leu Asp Arg Lys Val Leu Leu Lys Ser Asp Ser 

100 105 110 

Pro Thr Gly Asp Val Leu Leu Asp Glu Thr Leu Lys His He Lys Ala 

115 120 125 

Thr Glu Pro Thr Glu Thr Val Gin Thr Trp lie Glu Leu Leu Thr Gly 
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130 135 140 

Glu Thr Trp Asn Pro Phe Lys Leu 
145 150 

<210> 3919 

<211> 1278 

<212> DNA 

<213> Homo sapiens 

<400> 3919 

nntccggagg agctggaggc cctgtcgagg agcatggtgc tccacctgcg gaggctcatc 
60 

gaccagcggg acgagtgcac cgagctgatc gtggacctca ctcaggaacg ggactacctg 
120 

caggcacagc atccacccag ccccatcaag tcctccagcg ccgactccac tcccagcccc 
180 

accagcagcc tctctagcga agacaagcag cacctggccg tagagctggc cgacaccaag 
240 

gccaggctgc ggcgcgtcag gcaggagctg gaggataaga cagagcagct tgtggacacc 
300 

agacatgagg tggaccagct ggtgctggaa ctgcagaaag ttaagcagga gaacatccag 
360 

ctagcggcag acgcccggtc tgctcgtgcc tatcgagacg agctggattc cctgcgggag 
420 

aaggcgaacc gcgtggagag gctggagctg gagctgaccc gctgcaagga gaagctgcac 
480 

gacgtggact tctacaaggc ccgcatggag gagctgagag aagataatat cattttaatt 
540 

gaaaccaagg ccatgctgga ggaacagctg actgctgctc gggcccgggg cgataaagtc 
600 

catgagctgg aaaaggagaa cctgcagctg aaatccaagc ttcacgacct ggaattggac 
660 

cgggacacag ataagaaacg aattgaggag ctgctggaag aaaacatggt ccttgagatt 
720 

gcacagaagc agagcatgaa cgaatctgcc caccttggct gggagctgga gcagctgtcc 
780 

aagaacgcag acttgtcaga cgcctccagg aagtcgtttg tgtttgagct gaacgaatgt 
840 

gcgtccagcc gcatcctgaa gctggagaag gagaatcaga gcctccagag caccatccag 
900 

gggctgcggg acgcgtccct ggtgttggag gagagcggcc tcaagtgcgg ggagctggag 
960 

aaggagaacc accagctcag caagaagatt gaaaagttac aaacccagct ggagagagaa 
1020 

aagcagagca accaagatct ggagaccctc agtgaggagc tgatcagaga gaaggagcag 
1080 

ctgcagagtg acatggagac cctgaaggct gacaaagcca ggcagatcaa ggaccttgag 
1140 . ^ 

caggaaaagg accacctcaa ccgagccatg tggtcgctgc gggagaggtc gcaggtcagc 
1200 

agtgaggccc gcatgaaaga cgtggagaag gagaacaaag ccctccacca gacggtgacg 
1260 

gaggccaatg gcaagctt 
1278 



3081 



WO 00/58473 



PCT/US00/08621 



<210> 3920 

<211> 426 

<212> PRT 

<213> Homo sapiens 



<400> 3920 



Xaa 


Pro 


Glu 


Glu 


Leu 


Glu 


Ala 


Leu 


Ser 


Arg 


Ser 


Met 


Val 


Leu 


His 


Leu 


x 


















10 










15 




A yCJ 




Leu 


He 


Asp 


Gin 




Asp 


Glu 


Cys 


Thr 


Glu 


Leu 


He 


Val 


Asp 


















25 










30 






■ 

Lsu 


Thr 


Gin 


Glu 


Arg 


Asp 




Leu 


Gin 


Ala 


Gin 


His 


Pro 


Pro 


Ser 


Pro 
















4 0 










45 








lie 


Lys 


Ser 


Ser 


Ser 


Ala 


Asp 


Ser 


Thr 


Pro 


Ser 


Pro 


Thr 


Ser 


Ser 


Leu 
























60 










Ssr 


Ser 


Glu 




Lys 


Gin 


His 


Leu 


Ala 


Val Glu 


Leu 


Ala 


Asp 


Thr 


Lys 


b b 










70 










75 










80 


Hid 


Arg 


Leu 


- 

Arg 


Arg 


Val 


Arg 


Gin 


Glu 


Leu 


Glu 


Asp 


Lys 


Thr 


Glu 


Gin 










85 










90 










95 




Leu 


Vcl X 


Asp 


Thr 


Arg 


His 


Glu 


Val 


Asp 


Gin 


Leu 


Val 


Leu 


Glu 


Leu 


Gin 








1UU 










105 










110 






Lys 


val 


Lys 


V7X Jl 


Glu 


Asn 


He 


Gin 


Leu Ala Ala Asp Ala Arg 


Ser 


Ala 






TIC 

XX j 










120 










125 








Arg 


Ala 


1 Y r 


Arg 


Asp 


Glu 


Leu 


Asp 


Ser 


Leu Arg 


Glu 


Lys 


Ala 


Asn 


Arg 




i -in 










135 










140 










Val 


Glu 


Arg 


Leu 


Glu 


Leu 


Glu 


Leu 


Thr 


Arg 


Cys 


Lys 


Glu 


Lys 


Leu 


His 


1 AC 
X*x J 










150 










155 










160 


Asp 


Val 


Asp 


Phe 


Tyr 


Lys 


Ala 


Arg 


Met 


Glu 


Glu 


Leu 


Arg 


Glu 


Asp 


Asn 










165 










170 










175 




lie 


lie 


Leu 


He 


Glu 


Thr 


Lys 


Ala 


Met 


Leu 


Glu 


Glu 


Gin 


Leu 


Thr 


Ala 








180 










185 










190 






Ala 


Arcr 


Ala 


ArQ 


Gly Asp 


Lys 


Val 


His 


Glu 


Leu 


Glu 


Lys 


Glu 


Asn 


Leu 






195 










2 00 










205 








Gin 


Leu 


Lys 


Ser 


Lys 


Leu 


His 


Asp 


Leu 


Glu 


Leu 


Asp 


Arg 


Asp 


Thr Asp 




210 










215 










220 










Lys 


Lys 


Arg 


He 


Glu 


Glu 


Leu * Leu 


Glu 


Glu 


Asn 


Met 


Val 


Leu 


Glu 


He 


225 










230 










235 










240 


Ala 


Gin 


Lys 


Gin 


Ser 


Met 


Asn 


Glu 


Ser 


Ala 


His 


Leu Gly Trp Glu 


Leu 










245 










250 










255 




Glu 


Gin 


Leu 


Ser 


Lys 


Asn 


Ala 


Asp 


Leu 


Ser 


Asp 


Ala 


Ser 


Arg 


Lys 


Ser 








260 










265 










270 






Phe 


Val 


Phe 


Glu 


Leu 


Asn 


Glu 


Cys 


Ala 


Ser 


Ser 


Arg 


He 


Leu 


Lys 


Leu 






275 










280 










285 








Glu 


Lys 


Glu 


Asn 


Gin 


Ser 


Leu 


Gin 


Ser 


Thr 


He Gin Gly Leu Arg Asp 




290 










295 










300 










Ala 


Ser 


Leu 


Val 


Leu 


Glu 


Glu 


Ser 


Gly Leu Lys 


Cys 


Gly Glu 


Leu 


Glu 


305 










310 










315 










320 


Lys 


Glu 


Asn 


His 


Gin 


Leu 


Ser 


Lys 


Lys 


He 


Glu 


Lys 


Leu 


Gin 


Thr 


Gin 










325 










330 










335 




Leu 


Glu 


Arg 


Glu 


Lys 


Gin 


Ser 


Asn 


Gin Asp 


Leu 


Glu 


Thr 


Leu 


Ser 


Glu 








340 










345 










350 






Glu 


Leu 


He 


Arg 


Glu 


Lys 


Glu 


Gin 


Leu 


Gin 


Ser Asp Met 


Glu 


Thr 


Leu 






355 










360 










365 








Lys 


Ala 


Asp 


Lys 


Ala 


Arg 


Gin 


Ik 


Lys Asp 


Leu 


Glu 


Gin 


Glu 


Lys 


Asp 
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370 375 380 

His Leu Asn Arg Ala Met Trp Ser Leu Arg Glu Arg Ser Gin Val Ser 
385 390 395 400 

Ser Glu Ala Arg Met Lys Asp Val Glu Lys Glu Asn Lys Ala Leu His 

405 410 415 

Gin Thr Val Thr Glu Ala Asn Gly Lys Leu 
420 425 

<210> 3921 

<211> 413 

<212> DNA 

<213> Homo sapiens 

<400> 3921 

tctagaaagg tcaggcaccg gacagctgaa accatggcag ccggcaacag gaagtgccct 
60 

ccctgggtgc tcaaagatcc aagacagccg ggccctgtgt ttgtaggaac aagattccag 
120 

atgcctctgc tgcttgccag cctcgtgacc ttcattcatg cagggccttg ttttcttgat 
180 

tcagtggggc caatcccggc ccccagggga gatggatgct gcagggatgt gcaagctgta 
240 

gagggttcca gagaatgggc ctggcgttct gcaagcctgg cacccctcct ggatgctttt 
300 

ctccagccct tggagcttag gcagtgtagt gttaggatga ttattggatt tcctccacag 
360 

ttcctggctc attcttttgt agcccttgtt acagcctttt gtgataatat tgg 
413 

<210> 3922 

<211> 126 

<212> PRT 

<213> Homo sapiens 

<400> 3922 

Met Ala Ala Gly Asn Arg Lys Cys Pro Pro Trp Val Leu Lys Asp Pro 

1 5 10 15 

Arg Gin Pro Gly Pro Val Phe Val Gly Thr Arg Phe Gin Met Pro Leu 

20 25 30 

Leu Leu Ala Ser Leu Val Thr Phe He His Ala Gly Pro Cys Phe Leu 

35 40 45 

Asp Ser Val Gly Pro He Pro Ala Pro Arg Gly Asp Gly Cys Cys Arg 

50 55 60 

Asp Val Gin Ala Val Glu Gly Ser Arg Glu Trp Ala Trp Arg Ser Ala 
65 70 75 80 

Ser Leu Ala Pro Leu Leu Asp Ala Phe Leu Gin Pro Leu Glu Leu Arg 

85 90 95 

Gin Cys Ser Val Arg Met lie lie Gly Phe Pro Pro Gin Phe Leu Ala 

100 105 HO 

His Ser Phe Val Ala Leu Val Thr Ala Phe Cys Asp Asn He 
115 120 125 

<210> 3923 
<211> 820 
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<212> DNA 

<213> Homo sapiens 
<400> 3923 

ggtcgacccc cggccatgtt gctggaccgt aggagatact gatccacact tccttttcgc 
60 

cggctcacag tccgcctctc attgtcgaac atgcgctgca actgcagagc caactgtcgg 
120 

tcttcttcct cttgctgaag cttctgctcc atctctcgca ggactgggtc tgttggggcc 
180 

agacccacct ccccactggt ttgtcgcagt tttttaaggg agccattttg ttctaagtgc 
240 

ttggtcttgc agtgtctttt ccggcctcga cgcaaagaag gaagtggctc ttcacttagg 
300 

ctctcaacta gaacaccatt agtcagatca aaatgattta atgtcttcaa ttgttgcttt 
360 

gttttgagga ctccacccaa aacactgttt tggggtagca ctgaattaac tgtggtgatt 
420 

ttcatggctc tgcttataca ggttttgtct aacttggcat ctggagttga ccctaacccc 
480 

tcaaactgct ccctctccaa agaagtccca ctgcctcccc ctttgagttc tgaggaacag 
540 

caggtttcca gtgggatctc agtgctactt ttattatcac tgtcctgttc tgcttttgtt 
600 

tggctaacag aggggaaatg atcaagatca gcagaggtgg gtccagtata ctcagagagg 
660 

acctgcccac cagataatct tgtatttaca gccacaagtg gcttctcctt gctagaatgg 
720 

ataccttcag agcctagtaa ctcttccccc atttcaggag ccagagaggt aagagtggct 
780 

tttgaaaggg tctttttgat ctgccgctcc tgaaagatct 
820 

<210> 3924 
<211> 250 
<212> PRT 

<213> Homo sapiens 



<400> 3924 



Met 


Gly 


Glu 


Glu 


Leu 


Leu 


Gly 


Ser 


Glu 


Gly 


He 


His 


Ser 


Ser Lys Glu 


1 






5 










10 








15 


Lys 


Pro 


Leu 


Val 


Ala 


Val 


Asn 


Thr 


Arg 


Leu 


Ser 


Gly 


Gly 


Gin Val Leu 






20 










25 










30 


ser 


Glu 


Tyr 


Thr 


Gly 


Pro 


Thr 


Ser 


Ala 


Asp 


Leu 


Asp 


His 


Phe Pro Ser 






35 










40 










45 




Val 


Ser 


Gin 


Thr 


Lys 


Ala 


Glu 


Gin 


Asp 


Ser 


Asp 


Asn 


Lys 


Ser Ser Thr 




50 










55 










60 






Glu 


He 


Pro 


Leu 


Glu 


Thr 


Cys 


Cys 


Ser 


Ser 


Glu 


Leu 


Lys 


Gly Gly Gly 


65 










70 










75 






80 


Ser Gly 


Thr 


Ser 


Leu 


Glu 


Arg 


Glu 


Gin 


Phe Glu Gly 


Leu 


Gly Ser Thr 










85 










90 








95 


Pro 


Asp 


Ala 


Lys 


Leu 


Asp 


Lys 


Thr 


Cys 


He 


Ser 


Arg 


Ala 


Met Lys He 








100 










105 










110 


Thr 


Thr 


val 


Asn 


Ser 


Val 


Leu 


Pro 


Gin 


Asn 


Ser 


Val 


Leu 


Gly Gly Val 
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115 120 125 

Leu Lys Thr Lys Gin Gin Leu Lys Thr Leu Asn His Phe Asp Leu Thr 

130 135 140 

Asn Gly Val Leu Val Glu Ser Leu Ser Glu Glu Pro Leu Pro Ser Leu 
145 150 155 160 

Arg Arg Gly Arg Lys Arg His Cys Lys Thr Lys His Leu Glu Gin Asn 

165 ; 170 175 

Gly Ser Leu Lys Lys Leu Arg Gin Thr Ser Gly Glu Val Gly Leu Ala 

180 185 " 190 

Pro Thr Asp Pro Val Leu Arg Glu Met Glu Gin Lys Leu Gin Gin Glu 

195 200 205 

Glu Glu Asp Arg Gin Leu Ala Leu Gin Leu Gin Arg Met Phe Asp Asn 

210 215 220 

Glu Arg Arg Thr Val Ser Arg Arg Lys Gly Ser Val Asp Gin Tyr Leu 
225 230 235 240 

Leu Arg Ser Ser Asn Met Ala Gly Gly Arg 
245 250 

<210> 3925 

<211> 3296 

<212> DNA 

<213> Homo sapiens 

<400> 3925 

nggagaactg gggacactct gggccggcct tctgcctgca tggacgctct gaagccaccc 
60 

tgtctctgga ggaaccacga gcgagggaag aaggacaggg actcgtgtgg caggaagaac 
120 

tcagagccgg gaagccccca ttcactagaa gcactgagag atgcggcccc ctcgcagggt 
180 

ctgaatttcc tgctgctgtt cacaaagatg ctttttatct ttaacttttt gttttcccca 
240 

cttccgaccc cggcgttgat ctgcatcctg acatttggag ctgccatctt cttgtggctg 
300 

atcaccagac ctcaacccgt cttacctctt cttgacctga acaatcagtc tgtgggaatt 
360 

gagggaggag cacggaaggg ggtttcccag aagaacaatg acctaacaag ttgctgcttc 
420 

tcagatgcca agactatgta tgaggttttc caaagaggac tcgctgtgtc tgacaatggg 
480 

ccctgcttgg gatatagaaa accaaaccag ccctacagat ggctatctta caaacaggtg 
540 

tctgatagag cagagtacct gggttcctgt ctcttgcata aaggttataa atcatcacca 
600 

gaccagtttg tcggcatctt tgctcagaat aggccagagt ggatcatctc cgaattggct 
660 

tgttacacgt actctatggt agctgtacct ctgtatgaca ccttgggacc agaagccatc 
720 

gtacatattg tcaacaaggc tgatatcgcc atggtgatct gtgacacacc ccaaaaggca 
780 

ttggtgctga tagggaatgt agagaaaggc ttcaccccga gcctgaaggt gatcatcctt 
840 

atggacccct ttgatgatga cctgaagcaa agaggggaga agagtggaat tgagatctta 
900 
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tccctatatg atgctgagaa cctagacaaa gagcacttca gaaaacctgt gcctcctagc 

960 - ' 

ccagaagacc tgagcgtcat ctgcttcacc agtgggacca caggtgaccc caaaggagcc 
1020 

atgataaccc atcaaaatat tgtttcaaat gctgctgcct ttctcaaatg tgtggagcat 
1080 

gcttatgagc ccactcctga tgatgtggcc atatcctacc tccctctggc tcatatgttt 
1140 

gagaggattg tacaggctgt tgtgtacagc tgtggagcca gagttggatt cttccaaggg 
1200 

gatattcggt tgctggctga cgacatgaag actttgaagc ccacattgtt tcccgcggtg 
1260 • 

cctcgactcc ttaacaggat ctacgataag gtacaaaatg aggccaagac acccttgaag 
1320 . 

aagttcttgt tgaagctggc tgtttccagt aaattcaaag agcttcaaaa gggtatcatc 
1380 

aggcatgata gtttctggga caagctcatc tttgcaaaga tccaggacag cctgggcgga 
1440 

agggttcgtg taattgtcac tggagccgcc cccatctcca ctccagtctt gacattcttc 
1500 

cgggcagcaa tgggatgttg ggtgtttgaa gcttatggtc aaacagaatg cacaggtggc 
1560 

tgtacattta cattacctgg ggactggaca tcaggtcacg ttggggtgcc cctggcttgc 
1620 

aattacgtga agctggaaga tgtggctgac atgaactact ttacagtgaa taatgaagga 
1680 

gaggtctgca tcaagggtac aaacgtgttc aaaggatacc tgaaggaccc tgagaagaca 
1740 

caggaagccc tggacagtga tggctggctt cacacaggag acattggtcg ctggctcccg 
1800 

aatggaactc tgaagatcat cgaccgtaaa aagaacattt tcaagctggc ccaaggagaa 
1860 

tacattgcac cagagaagat agaaaatatc tacaacagga gtcaaccagt gttacaaatt 
1920 

tttgtacacg gggagagctt acggtcatcc ttagtaggag tggtggttcc tgacacagat 
198 0 ... . , 

gtacttccct catttgcagc caagcttggg gtgaagggct cctttgagga actgtgccaa 
2040 

aaccaagttg taagggaagc cattttagaa gacttgcaga aaattgggaa agaaagtggc 
2100 

cttaaaactt ttgaacaggt caaagccatt tttcttcatc cagagccatt ttccattgaa 
2160 

aatgggctct tgacaccaac attgaaagca aagcgaggag agctttccaa atactttcgg 
2220 

acccaaattg acagcctgta tgagcacatc caggattagg ataaggtact taagtacctg 
2280 

ccggcccact gtgcactgct tgtgagaaaa tggattaaaa actattctta catttgtttt 
2340 

gcctttcctc ctattttttt ttaacctgtt aaactctaaa gccatagctt ttgttttata 
2400 

ttgagacata taatgtgtaa acttagttcc caaataaatc aatcctgtct ttcccatctt 
2460 

cgatgttgct aatattaagg cttcagggct acttttatca acatgcctgt cttcaagatc 
2520 
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ccagtttatg ttctgtgtcc ttcctcatga tttccaacct taatactatt agtaaccaca 
2S80 

agttcaaggg tcaaagggac cctctgtgcc ttcttctttg ttttgtgata aacataactt 
2640 

gccaacagtc tctatgctta tttacatctt ctactgttca aactaagaga tttttaaatt v 
2700 

ctgaaaaact gcttacaatt catgttttct agccactcca caaaccacta aaattttagt 
2760 

tttagcctat cactcatgtc aatcatatct atgagacaaa tgtctccgat gctcttctgc 
2820 

gtaaattaaa ttgtgtactg aagggaaaag tttgatcata ccaaacattt cctaaactct 
2880 

ctagttagat atctgacttg ggagtattaa aaattgggtc tatgacatac tgtccaaaag 
2940 

gaatgctgtt cttaaagcat tatttacagt aggaactggg gagtaaatct gttccctaca 
3000 

gtttgctgct gagctggaag ctgtggggga aggagttgac aggtgggccc agtgaacttt 
3060 

tccagtaaat gaagcaagca ctgaataaaa acctcctgaa ctgggaacaa agatctacag 
3120 

gcaagcaaga tgcccacaca acaggcttat tttctgtgaa ggaaccaact gatctccccc 
3180 

acccttggat tagagttcct gctctacctt acccacagat aacacatgct gtttctactt 
3240 

gtaaatgtaa agtctttaaa ataaactatt acagatactt aaaaaaa^aaa aaaaaa 
3296 

<210> 3926 
<211> 683 
<212> PRT 

<213> Homo sapiens 
<400> 3926 

Met Leu Phe lie Phe Asn Phe Leu Phe Ser Pro Leu Pro Thr Pro Ala 

1 5 10 15 

Leu lie Cys He Leu Thr Phe Gly Ala Ala He Phe Leu Trp Leu He 

20 25 30 

Thr Arg Pro Gin Pro Val Leu Pro Leu Leu Asp Leu Asn Asn Gin Ser 

35 40 45 

Val Gly He Glu Gly Gly Ala Arg Lys Gly Val Ser Gin Lys Asn Asn 

50 55 60 

Asp Leu Thr Ser Cys Cys Phe Ser Asp Ala Lys Thr Met Tyr Glu Val 
65 70 75 80 

Phe Gin Arg Gly Leu Ala Val Ser Asp Asn Gly Pro Cys Leu Gly Tyr 

85 90 95 

Arg Lys Pro Asn Gin Pro Tyr Arg Trp Leu Ser Tyr Lys Gin Val Ser 

100 105 HO 

Asp Arg Ala Glu Tyr Leu Gly Ser Cys Leu Leu His Lys Gly Tyr Lys 

115 120 125 

Ser Ser Pro Asp Gin Phe Val Gly lie Phe Ala Gin Asn Arg Pro Glu 

130 135 140 

Trp He He Ser Glu Leu Ala Cys Tyr Thr Tyr Ser Met Val Ala Val 
145 150 155 160 

Pro Leu Tyr Asp Thr Leu Gly Pro Glu Ala He Val His He Val Asn 
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165 170 175 

Lys Ala Asp He Ala Met Val lie Cys Asp Thr Pro Gin Lys Ala Leu 

180 185 190 

Val Leu lie Gly Asn Val Glu Lys Gly Phe Thr Pro Ser Leu Lys Val 

195 200 205 

He He Leu Met Asp Pro Phe Asp Asp Asp Leu Lys Gin Arg Gly Glu 

210 215 220 

Lys Ser Gly He Glu He Leu Ser Leu Tyr Asp Ala Glu Asn Leu Asp 
225 230 235 240 

Lys Glu His Phe Arg Lys Pro Val Pro Pro Ser Pro Glu Asp Leu Ser 

245 250 255 

Val He Cys Phe Thr Ser Gly Thr Thr Gly Asp Pro Lys Gly Ala Met 

260 265 270 

He Thr His Gin Asn He Val Ser Asn Ala Ala Ala Phe Leu Lys Cys 

275 280 285 

Val Glu His Ala Tyr Glu Pro Thr Pro Asp Asp Val Ala He Ser Tyr 

290 295 300 

Leu Pro Leu Ala His Met Phe Glu Arg. lie Val Gin Ala Val Val Tyr 
305 310 315 320 

Ser Cys Gly Ala Arg Val Gly Phe Phe Gin Gly Asp He Arg Leu Leu 

325 330 335 

Ala Asp Asp Met Lys Thr Leu Lys Pro Thr Leu Phe Pro Ala Val Pro 

340 345 350 

Arg Leu Leu Asn Arg He Tyr Asp Lys Val Gin Asn Glu Ala Lys Thr 

355 360 365 

Pro Leu Lys Lys Phe Leu Leu Lys Leu Ala Val Ser Ser Lys Phe Lys 

370 375 380 

Glu Leu Gin Lys Gly He He Arg His Asp Ser Phe Trp Asp Lys Leu 
385 390 ' 395 400 

lie Phe Ala Lys He Gin Asp Ser Leu Gly Gly Arg Val Arg Val He 

405 410 415 

Val Thr Gly Ala Ala Pro He Ser Thr Pro Val Leu Thr Phe Phe Arg 

420 425 430 

Ala Ala Met Gly Cys Trp Val Phe Glu Ala Tyr Gly Gin Thr Glu Cys 

43S 440 445 

Thr Gly Gly Cys Thr Phe Thr. Leu Pro Gly Asp Trp Thr Ser Gly His 

450 455 460 

Val Gly Val Pro Leu Ala Cys Asn Tyr Val Lys Leu Glu Asp Val Ala 
465 470 475 480 

Asp Met Asn Tyr Phe Thr Val Asn Asn Glu Gly Glu Val Cys He Lys 

485 490 495 

Gly Thr Asn Val Phe Lys Gly Tyr Leu Lys Asp Pro Glu Lys Thr Gin 

500 505 510 

Glu Ala Leu Asp Ser Asp Gly Trp Leu His Thr Gly Asp He Gly Arg 

515 520 525 

Trp Leu Pro Asn Gly Thr Leu Lys lie lie Asp Arg Lys Lys Asn lie 

530 535 : 540 

Phe Lys Leu Ala Gin Gly Glu Tyr He Ala Pro Glu Lys lie Glu Asn 
545 550 555 560 

lie Tyr Asn Arg Ser Gin Pro Val Leu Gin He Phe Val His Gly Glu 

565 570 575 

Ser Leu Arg Ser Ser Leu Val Gly Val Val Val Pro Asp Thr Asp Val 

580 585 590 

Leu Pro Ser Phe Ala Ala Lys Leu Gly Val Lys Gly Ser Phe Glu Glu 
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595 600 605 

Leu Cys Gin Asn Gin Val Val Arg Glu Ala lie Leu Glu Asp Leu Gin 

610 615 , 620 

Lys lie Gly Lys Glu Ser Gly Leu Lys Thr Phe Glu Gin Val Lys Ala 
625 630 635 640 

lie Phe Leu His Pro Glu Pro Phe Ser lie Glu Asn Gly Leu Leu Thr 

645 650 655 

Pro Thr Leu Lys Ala Lys Arg Gly Glu Leu Ser Lys Tyr Phe Arg Thr 

660 665 670 

Gin He Asp Ser Leu Tyr Glu His He Gin Asp 
675 680 

<210> 3927 
<211> 3197 
<212> DNA 

<213> Homo sapiens 
<400> 3927 

cagagcccca tgaattaggt cccctcaatg gggacacagc tataactgtc cagctctgtg 
60 

catcagagga ggctgagcgg caccagaagg atataaccag aattctccag caacatgagg 
120 

aggaaaagaa gaaatgggca caacaggtgg agaaggaaag ggagctagag cttcgagaca 
180 

gactggatga gcagcaaagg gtcctggaag gaaagaatga agaggccctg caagtcctcc 
240 

gggcctcata tgaacaggag aaagaagcgc ttacccactc tttccgggag gccagttcta 
300 

cccagcagga gaccatagac agactgacct cacagctgga ggctttccag gccaaaatga 
360 

agagggtgga ggagtccatt ctgagccgaa actataagaa acatatccag gattatggga 
420 

gccccagcca gttctgggag caggagctgg agagcttaca ctttgtcatc gagatgaaga 
480 

atgagcgtat tcatgagctg gacaggcggc tgatcctcat ggaaacagtg aaagagaaaa 
540 

atctgatatt ggaggaaaaa attacgaccc tgcaacagga aaatgaggac ctccatgtcc 
600 

gaagccgcaa ccaggtggtc ctgtcaaggc agctgtcaga agacctgctt ctcacgcgtg 
660 

aggccctgga gaaggaggtg cagctgcggc gacagctcca gcaggagaag gaggagctgt 
720 

tgtaccgggt ccttggggcc aatgcctcgc ctgccttccc tctggcccct gtcactccca 
780 

ctgaggtctc tttcctcgcc acatagggtg cagggcctgg gcccaccacg acgcctgaag 
840 

tcacagctcc ttccaaggtt tttctggaga agacagcagg agcctctcag ttcttttcca 
900 

ggaaggaacg agggtgggag cgagatggag atcctgggtg tgtgcccagt gagccctggg 
960 

gccttgagtt acatggaatc acccacaggg ttttggaggc cccgagaagc gtcttccctt 
1020 

gagttggcca agggaataag caagaggaga catttcctcc ctgccccagc actctgtccc 
1080 , 
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aatccgagaa gttccgaggc tttcccaggg gcagtctgtg tcacgctggc catttgacat 
1140 

aaaggagaca gcccctggtc ccagcttgtc agctctgctg ccgacttgct gacttatcaa. 
1200 

cttcctctag gtgtttccac tccaccctgg cctgctcaga gcctcagttt acccctgcat 
1260 

taaaatggtg gggggactgg tcaaaggact cttatgtcac tgcagtgtcc cattctagga 
1320 

ttgtctgaag gccagagtag gggttggggg gagtgtggac aaaccccgca aatcagagtg 
1380 

gggaaggtga gtggtggaga gggggtctct gaaggccctt ggggctgaca gggccaggca 
1440 

gcctccccag ctgaggcatc attcctgggc cagagtcgtg tccaccaagg gacagtagcc 
1500 

agagctcctc ttcctttacc aggcaaggtg catcccctca gccctcctgg cccttcagtc 
1560 

ttggtgccac ctgggcacag gggcaagctt ggtggttgtg agtccattca tctatcagag 
1620 

ctggaacctc atccctgcac agatgaggaa accaaggcat ggagcagttc ccagagtcga 
1680 

atctagatct catctgtcat ccgggtctta tcctttgctc tgtttttctc ttcaggctct 
• 1740 

ggaaaatcag atctgtgact taatcctctc cctggccctc acccacttag tttctttttc 
1800 

attcctgctc cctgccttaa ctcctcctcc cactgcccct gatcccaggc ccaggctttt 
1860 

acaacctggt gctcagcttc cccatcagtg aaaaggggtg gctagagtaa ctaacctcag 
1920 

caggccgtcc agtcctgata gtctgtggat ttcggatcct tctcaggaag cttcatgtct 
1980 

aatggagact ataattataa ctcctgttct gcatagagca tttgcatcaa aggctttcca 
2040 

tacccctccc tcccctggtc ctcataagat ccttgaagca ggttcctatt cctcattggc 
2100 

aacatggcaa acagatcaca ggagtcaaag ggccttgctc aaggtcccca gcttcagccc 
2160 

caggccctaa gccagcgtca gaacagtcaa tctgcatttt tcatcagtca ttctatagtg 
2220 

acatcatccc agactgcctt ctgtattccc ctgtgtacag tctccttctg tttctaggtt 
2280 

tagaagttca gaggtgactg tgtttctcca tttccacagc caaatggggg aagaggtgag 
2340 

gctaggggag tgctgtgctg attctccagc catggtcaga caggtcaccc aggagcctcg 
2400 

aggaaagccc tggagggaat cacatgtgta ctttttcatg aagctttttg caaagcacat 
2460 

ctgcgataca ctagtttatt gaactaatgt ccaggagtag acatgattgg tggccaagtt 
2520 

atttggggac acctaaacag atcagtgacc tgaatgactt ctcagaacct ttaatatgcc 
2580 

aatgtgtgtg gcaaacttac aagaagggag ctaagtatcc agcctctccc aaacctcttt 
2640 

gaacaaagct tctgtccctc ccacacctct cacctcacag gcacatcagg ctgcagaatg 
2700 
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cgctttagaa agcattgttt tagtccaggc acagtggctc acgcctgtaa tcccagcact 
2760 

ttgggaggcc gaggtgggtg gatcacaagg ttgggagatt gagaccatcc tggctaacac 
2820 

agtgaaaccc tgtctctact aaaaaaatac aaaaaattag. cttggcgtgg tggtgggcgc 
2880 

ctgtagtccc agcagcttgg gaggctgagg ctggagaatg gtgtgaaccc aggaggcgga 
2940 

gcttgcagtg agccaagatc gcgccactgc actccagccc gggtgacaga gcaagactcc 
3000 

gtctcaaaaa aaagaaaaga aaaaagaaag cattgtttta attgagaggg gcagggctgg 
3060 

agaaggagca agttgtgggg agccaggctt ccctcacgca gcctgtggtg gatgtgggaa 
3120 

ggagatcaac ttctcctcac tctgggacag acgatgtatg gaaactaaaa agaacatgcg 
3180 

gcaccttaaa aaaaaaa 
3197 

<210> 3928 

<211> 180 

<212> PRT 

<213> Homo sapiens 

<400> 3928 

Met Ser Glu Ala Ala Thr Arg Trp Ser Cys Gin Gly Ser Cys Gin Lys 

1 5 10 15 

Thr Cys Phe Ser Arg Val Arg Pro Trp Arg Arg Arg Cys Ser Cys Gly 

20 25 30 

Asp Ser Ser Ser Arg Arg Arg Arg Ser Cys Cys Thr Gly Ser Leu Gly 

35 40 45 

Pro Met Pro Arg Leu Pro Ser Leu Trp Pro Leu Ser Leu Pro Leu Arg 

50 55 60 

Ser Leu Ser Ser Pro His Arg Val Gin Gly Leu Gly Pro Pro Arg Arg 
65 70 75 80 

Leu Lys Ser Gin Leu Leu Pro Arg Phe Phe Trp Arg Arg Gin Gin Glu 

85 90 95 

Pro Leu Ser Ser Phe Pro Gly Arg Asn Glu Gly Gly Ser Glu Met Glu 

100 105 110 

lie Leu Gly Val Cys Pro Val Ser Pro Gly Ala Leu Ser Tyr Met Glu 

115 120 125 

Ser Pro Thr Gly Phe Trp Arg Pro Arg Glu Ala Ser Ser Leu Glu Leu 

130 135 140 

Ala Lys Gly lie Ser Lys Arg Arg His Phe Leu Pro Ala Pro Ala Leu 
145 150 155 160 

Cys Pro Asn Pro Arg Ser Ser Glu Ala Phe Pro Gly Ala Val Cys Val 
165 170 175 

Thr Leu Ala lie 
180 

<210> 3929 

<211> 470 

<212> DNA 

<213> Homo sapiens 
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<400> 3929 

ntcctttctt tagccagcca tcctggtact gtagtttagg ggttgatggt ggttgaaatt 
60 

gatttctggc tggttactaa ggtgtctggc tgactttgtc ctaaataagg ctaacattag 
120 

tgaactaaga acagcgtcac gtggtggcca tgcctggtct tcaggagcac ccctccccga 
180 

tgcgctggca ggagcgcccc actttccggt ccagattcac agtctgagaa tgaggcttca 
240 

ccagtaaaac ggccacgact acttgagaat acggaacggt ccgaggaaac cagtcgatct 
300 

aaacagaaga gtcgacgtcg gtgcttccag tgccaaacca aactggagct ggtgcagcag 
360 

gaattgggat cgtgtcgctg cggttatgtg ttctgtatgt tacatcgcct ccccgagcag 
420 

cacgactgca cattcgacca catgggcgtg gccgggagaa gccatcatga 
470 

<210> 3930 
<211> 115 
<212> PRT 

<213> Homo sapiens 



<400> 3930 
























Thr 


Lys 


Asn 


Ser 


Val Thr Trp 


Trp 


Pro 


Cys 


Leu 


Val 


Phe 


Arg 


Ser 


Thr 


1 








5 . 






10 










15 




Pro 


Pro 


Arg 


Cys 
20 


Ala Gly Arg 


Ser 


Ala 
25 


Pro 


Leu 


Ser 


Gly 


Pro 
30 


Asp 


Ser 


Gin 


Ser 


Glu 
35 


Asn 


Glu Ala Ser 


Pro 
40 


Val 


Lys 


Arg 


Pro 


Arg 
45 


Leu 


Leu 


Glu 


Asn 


Thr 
50 


Glu 


Arg 


Ser Glu Glu 
55 


Thr 


Ser 


Arg 


Ser 


Lys 
60 


Gin 


Lys 


Ser 


Arg 


Arg 


Arg 


Cys 


Phe 


Gin Cys Gin 


Thr 


Lys 


Leu 


Glu 


Leu 


Val 


Gin 


Gin 


Glu 


65 








70 








75 










80 


Leu Gly 


Ser 


Cys 


Arg Cys Gly Tyr Val 


Phe 


Cys 


Met 


Leu 


His 


Arg 


Leu 










85 






90 










95 




Pro 


Glu 


Gin 


His 


Asp Cys Thr 


Phe 


Asp 


His 


Met 


Gly Val 


Ala 


Gly 


Arg 








100 






105 










110 






Ser 


His 


His 
115 

























<210> 3931 

<211> 3568 

<212> DNA 

<213> Homo sapiens 

<400> 3931 

nnactagtac agtgagggaa tttgacaaaa tntcattggt tactggtaca ctgacctaac 
60 

atgctgtgtg gaccaacaca aatgaaacca taagacaata cttcccaaat attttaattt 
120 

tgaaatagat atacttaatg gctgatgacc cagtatcttt ggtgtcctct aaccacatta 
180 
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gcattctata 
240 

taatatctga 
300 

acattttaat 
360 

ttaagcaaaa 
420 

ccaaatcaat 

480 

aactgatatt 
540 

ggctaattta 
600 

caggctggaa 
660 

cgattctctg 
720 

gctaattttt 
780 

cctcttgacc 
840 

gccactgtgc 
900 

cctaaatcaa 
960 

aaattacata 
1020 

tacttaatga 
1080 

aatttttttt 
1140 

ttccagaaac 
1200 

agctaatacg 
1260 

gaatccacag 
1320 

aaaaaaaaac 
1380 

tccaaatttg 
1440 

tgtagtagtc 
1500 

tgccacagtc 
1560 

cttatgtctg 
1620 

aattaaggca 
1680 . 
tgaagtcact 
1740 

ggctgtattt 
1800 



atttcaaatg 
ctttcaggcc 
gtaatactga 
agagatttac 
attacttaat 
cttatctact 
ggaagaaaaa 
tgcagtggcg 
gcctcagcct 
gtatttttag 
tcgtgatcca 
ccagccagaa 
ggatttagaa 
tgatacaaat 
aacagtttct 
gttgttcttc 
cgtaacaggt 
tactcttcag 
aaaagaaggg 
ttcaagaatc 
ctgaaatcct 
agtatgaaag 
agagcttcca 
tttaaaatca 
ggactctcat 
gtagttaaga 
taccacaatt 



aaatctatac 
aacttttaat 
ataattctct 
agtttataat 
aattcaggga 
cataaaatta 
tttttttttt 
tgatcttggc 
cttgactagc 
tagagacggg 
cctgcctcgg 
aagcattttt 
atgaggtatc 
aaagattgta 
atatactgct 
agttgagctg 
gcaggaatag 
gtgacagttt 
ctcctgcagc 
ctgacaggca 
tcttagattg 
cttgcagaat 
acagcgtaaa 
acgcaaaaat 
gtacaaatgt 
gaacctgcag 
aatttttttt 



tttaaaaaca 
gttagtacaa 
gtggaattta 
ggtaaagact 
aaatttagat 
tttttgaatt 
tttttttgag 
tcaatgcaac 
tgggactaca 
gtttcaccat 
tctcccaaag 
aatagaattt 
ataaagaata 
acagtattta 
tccaattact 
agatactttt 
attgatgata 
atgcatcagt 
ggctaagacc 
caatatccac 
tagagtatac 
aatatataca 
tccaaaaagt 
caaacccaga 
ccgtacagac 
agaaagaatg 
aaaaaaaagc 



attaatgtca 
tttaaaataa 
tcttttacat 
ctactacttc 
aaaatcacta 
gcaaacgaac 
actgagtctc 
ctccacctcc 
ggtgtgtgcc 
gttggccagg 
tggtgggatt 
tgatagctct 
gtaagatttt 
atcattgttt 
ttaatccttt 
aattactttt 
tccaagtaga 
gagtgtgtgt 
aactccatta 
aaaagagcaa 
acagtcaaac 
tcatagaaag 
aggtacaggt 
gatccgaggg 
tcaaagtata 
ctgtagactt 
tgagttcact 



aattttgtca 
aaagtcatta 
ttttttcctt 
agaatcaaag 
gacaacggta 
cgctatgcgt 
gctctgtcac 
caggttcaag 
accacatcca 
atggtctcaa 
acaggcgtga 
taactgagat 
aaagctctca 
caaactttat 
tttctcgtta 
tattaactgc 
ggctgatggc 
catagatgat 
tctcactata 
acagccctgc 
caaaaaatac 
taacaacaac 
taaggggata 
caaacagcaa 
aaaaaactgt 
ttctcagaaa 
ggccaaaata 
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atttcaaaat tcaattccaa aaatataaat gctaggcacc aagattcttg gtgcatcaga 
1860 

actatcttca tctttccttt tccagaacaa gttctaggca ctaagattct tagcacatca 
1920 

gaactatctt catctttcct tttccagaac aagttccagc tgcctaaaca ggctgaaagt 
1980 

ctggggctgt ttcggcgatc aaatgaccaa actagagcag gcaatggctt ccacgtagat 
2040 

gaagctgagc attttaaatt caaaaatttc tgcccattgg ctactacgta ataacttaaa 
2100 

acacaattta gactgactta ggaagcttct gtgttgagca acttcctcaa taatcctcaa 
2160 

agacctgttg cattctgggc cccattcgga tgtgcatggt ggcggaggcc acactgctgc 
2220 

cattattgga agtcgtcttc gatcgaggag cgagggtact gggggtcggg gtcagccatc 
2280 

atggcaccag cacccttccg gtcccagtcc actcgctcct cgatcgagga cgacttcaac 
2340 

tatggcagca gcgtggcctc cgccaccgtg cacatccgaa tggcctttct gagaaaagtc 
2400 

tacagcattc tttctctgca ggttctctta actacagtga cttcaacagt ttttttatac 
2460 

tttgagtctg tacggacatt tgtacatgag agtcctgcct taattttgct gtttgccctc 
2520 

ggatctctgg gtttgatttt tgcgttgact ttaaacagac ataagtatcc ccttaacctg 
2580 

tacctacttt ttggatttac gctgttggaa gctctgactg tggcagttgt tgttactttc 
2640 

tatgatgtat atattattct gcaagctttc atactgacta ctacagtatt ttttggtttg 
2700 

actgtgtata ctctacaatc taagaaggat ttcagcaaat ttggagcagg gctgtttgct 
2760 

cttttgtgga tattgtgcct gtcaggattc ttgaagtttt ttttttatag tgagataatg 
2820 

gagttggtct tagccgctgc aggagccctt cttttctgtg gattcatcat ctatgacaca 
2880 

cactcactga tgcataaact gtcacctgaa gagtacgtat tagctgccat cagcctctac 
2940 

ttggatatca tcaatctatt cctgcacctg ttacggtttc tggaagcagt taataaaaag 
3000 

taattaaaag tatctcagct caactgaaga acaacaaaaa aaatttaacg agaaaaaagg 
3060 

attaaagtaa ttggaagcag tatatagaaa ctgtttcatt aagtaataaa gtttgaaaca 
3120 

atgattaaat actgttacaa tctttatttg tatcatatgt aattttgaga gctttaaaat 
3180 

cttactattc tttatgatac ctcatttcta aatccttgat ttaggatctc agttaagagc 
3240 

tatcaaaatt ctattaaaaa tgcttttctg gctgggcaca gtggctcacg cctgtaatcc 
3300 

caccactttg ggagaccgag gcaggtggat cacgaggtca agaggttgag accatcctgg 
3360 

ccaacatggt gaaaccccgt ctctactaaa aatacaaaaa ttagctggat gtggtggcac 
3420 
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acacctgtag tcccagctag tcaagaggct gaggccagag aatcgcttga acctgggagg 
3480 

tggaggttgc attgagccaa gatcacgcca ctgcattcca gcctggtgac agagcgagac 
3540 

tcagtctcaa aaaaaaaaaa aaaaaaaa 
3568 

<210> 3932 
<211> 293 
<212> PRT 

<213> Homo sapiens 
<400> 3932 

Glu Ala Ser Val Leu Ser Asn Phe Leu Asn Asn Pro Gin Arg Pro Val 

1 5 10 15 

Ala Phe Trp Ala Pro Phe Gly Cys Ala Trp Trp Arg Arg Pro His Cys 

20 25 30 

Cys His Tyr Trp Lys Ser Ser Ser lie Glu Glu Arg Gly Tyr Trp Gly 

35 40 45 

Ser Gly Ser Ala He Met Ala Pro Ala Pro Phe Arg Ser Gin Ser Thr 

50 55 60 

Arg Ser Ser He Glu Asp Asp Phe Asn Tyr Gly Ser Ser Val Ala Ser 
65 70 75 80 

Ala Thr Val His lie Arg Met Ala Phe Leu Arg Lys Val Tyr Ser He 

85 90 95 

Leu Ser Leu Gin Val Leu Leu Thr Thr Val Thr Ser Thr Val Phe Leu 

100 105 110 

Tyr Phe Glu Ser Val Arg Thr Phe Val His Glu Ser Pro Ala Leu He 

115 120 125 

Leu Leu Phe Ala Leu Gly Ser Leu Gly Leu He Phe Ala Leu Thr Leu 

130 135 140 

Asn Arg His Lys Tyr Pro Leu Asn Leu Tyr Leu Leu Phe Gly Phe Thr 
145 150 155 160 

Leu Leu Glu Ala Leu Thr Val Ala Val Val Val Thr Phe Tyr Asp Val 

165 . 170 175 

Tyr He He Leu Gin Ala Phe lie Leu Thr Thr Thr Val Phe Phe Gly 

180 185 190 

Leu Thr Val Tyr Thr Leu Gin Ser Lys Lys Asp Phe Ser Lys Phe Gly 

195 200 205 

Ala Gly Leu Phe Ala Leu Leu Trp He Leu Cys Leu Ser Gly Phe Leu 

210 215 220 

Lys Phe Phe Phe Tyr Ser Glu He Met Glu Leu Val Leu Ala Ala Ala 
225 230 235 240 

Gly Ala Leu Leu Phe Cys Gly Phe He lie Tyr Asp Thr His Ser Leu 

245 250 255 

Met His Lys Leu Ser Pro Glu Glu Tyr Val Leu Ala Ala lie Ser Leu 

260 265 270 

Tyr Leu Asp He. He Asn Leu Phe Leu His Leu Leu Arg Phe Leu Glu 

275 280 285 

Ala Val Asn Lys Lys 
290 

<210> 3933 
<211> 4082 
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<212> DNA . 
<213> Homo sapiens 

<400> 3933 

tgaggtaact gacgatgaga tggcaacccg aaaggccaag atgcacaaag agtgtcgaag 
60 

ccggagtggt tctgatcctc aagacattaa tgaacaagaa gatcagaggt gaatgccatc 
120 

gctaaccctc caaaccccct cccttccaga agagcccact ctttgaccac agctgggtcc 
180 

cccaacttgg ctgccgggac gtcatctccc atcaggccag tgtcctcccc tgtgctgtct 
240 

tcttcaaaca agagcccatc cagtgcttgg agcagtagta gctggcacgg gcggatcaaa 
300 

ggcggcatga agggatttca gagcttcatg gtttcagata gcaacatgag ttttgttgaa 
360 

tttgttgagc tgttcaaatc attcagtgtc aggagccgca aggacctgaa ggatctgttt 
420 

gatngtctat gcagtgccct gcaaccgnat ctggctccga gtcagcccca ctctacacca 
4B0 

acctgacaat tgatgaaaac accagcgatc ttcagcctga ccntaggttt gttgaccaga 
540 

aatgtctcgg atttggggtt gttcattaag agtaaacagc agctatcgga caaccagagg 
600 

cagatatctg atgccattgc tgctgcaagc attgtgacaa atggcactgg gattgagagc 
660 

acatctctgg gcatttttgg ggtgggcata cttcagctca acgatttcct cgtgaattgc 
720 

caaggagaac actgcactta tgatgaaatc ctcagcatca tccagaagtt cgagcctagc 
780 

atcagtatgt gtcatcaggg actaatgtca tttgaagggt ttgccaggtt tctgatggat 
840 

aaagaaaatt ttgcctcaaa aaatgatgag tcacaggaga acattaaaga actgcagcta 
900 

cccctctcat actattacat cgaatcttcg cacaatacct acctcacggg ccatcagctc 
960 

aaaggagaat cctcggtaga actctacagc caggtccttt tgcaaggctg tcgaagtgta 
1020 

gaattggact gctgggacgg agacgatggg atgcccatca tttatcatgg acatacgctg 
1080 

acaaccaaga tccccttcaa ggaagtggtt gaagccattg atcgcagtgc cttcatcaac 
1140 

tctgacctgc caatcatcat atcgattgag aaccactgtt cattgcctca gcaacgaaaa 
1200 

atggcagaaa ttttcaagac tgtgtttgga gaaaagctgg tgactaaatt cttatttgag 
1260 

actgatttct cagatgatcc aatgcttcct tcacctgacc aactcagaaa gaaagttctt 
1320 

cttaaaaaca agaagctaaa agcccatcag acgccagtgg atatcttaaa gcaaaaggct 
1380 

catcagttag catctatgca agtgcaggct tataatggtg ggaatgccaa cccccgacct 
1440 

gccaataatg aggaagagga agatgaggag gacgaatatg attatgacta tgaatccctt 
1500 
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tctgatgaca acattctgga 
1560 

tttgaatata atgaagaaat 
1620 

aaaggaaagg tttatgatat 
1680 

gaaagcagac agattgcacc 
1740 

nntttccagg actgtcaact 
1800 

gcaggaagtc catttnttgg 
1860 

tttaacaaaa catctggaaa 
1920 

tcttcttccc ctctcaaccc 
1980 

tatcatatct cgtcgctgaa 
2040 

aaactgaccc agcacaccgc 
2100 

gactcttcca acccgaaccc 
2160 

aactaccaga ctgatgatct 
2220 

ggttgtggtt atgtattgaa 
2280 

aagttttctc cactagaaag 
2340 

attgtctctg gtcagaatgt 
2400 

gacgtcctgg gcatgcctct 
2460 

accctgaacc ccatgtggaa 
2520 

tttcttcgtt ttgcagttgt 
2580 

ccactgaaag ctttaaaacg 
2640 

gtcttggaga tttctagttt 
2700 

aataccatgt cagcctcttc 
2760 

agagtcacgg tgcatggggt 
2820 

ggcaccaagg caaagcagct 
2880 

gttaccacag actatttttt 
2940 

tgtaggaaac aaccattcca 
3000 

agcagctggt ttccagaaga 
3060 

aacctagaag agaaaaacat 
3120 



agacagacct gaaaataaat 
cccaaagagg ataaagaaag 
ggaactggga gaagaatttt 
agagctttct gaccttgtaa 
ctaaatgcat ctggctctag 
caacaatccg ggcagaatga 
annagttcct gtgaaggcat 
aaccacgtcc ctcagtgcta 
tgaaaatgcc gccaaacgtc 
ctgtcagctg ctgagaactt 
cctcatgttc tggctccatg 
ccctttacat ttaaatgctg 
acctccagtt ctgtgggaca 
agatctggac agcatggatc 
gtgccccagt aatagcatgg 
ggacagctgc catttccgca 
cgagcagttt ctgttccgcg 
ggaaaacaat agttcagcgg 
aggatatcga catcttcagc 
attcattaac agcagaagga 
gatgtttaat acagaagaaa 
cccagggcca gagcccttta 
tctgcagcaa attctgacaa 
gatggaagaa aaatatttta 
gagagccatt ggtccagaag 
gggatacatg ggcaggattg 
tgttcaagat gacaaagagg 



catgtaatga caagcttcag 
cagataactc tgcttgcaac 
atcttgatca gaataaaaag 
tctattgtca agcagtaaaa 
cagaggaaaa gaaaggaaaa 
gcccagggga gacagcatca 
tcgacagacc tngggaggaa 
tcattagaac tcccaaatgt 
tgtgtcgcag gtattctcag 
accctgctgc cacccgcatc 
ggatacagct tgtggcactc 
caatgtttga ggcaaatggt 
agaactgccc catgtatcag 
ctgcagtcta ttctttaact 
gaagcccgtg cattgaagtc 
caaagcccat ccatcgaaac 
ttcacttcga agatcttgta 
taactgctca gagaatcatt 
tgcgaaacct tcacaatgaa 
tggaagaaga ttcctctggc 
gaaaatgttt gcagactcac 
ccgttttcac tattaatgga 
atgaacaaga catcaaacct 
tatctaaaga aaagaatgaa 
aggagatc'at gcaaatttta 
tcttaaaaac ccagcaggaa 
tgatcttgag ctcagaggag 
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gagagtttct ttgtccaagt gcatgatgtt tctccagagc aacctcgaac agtcatcaaa 
3180 

gcaccccgcg tcagcactgc acaggatgtc attcagcaga ccttatgcaa agccaaatat 
3240 

tcctacagca tcctgagcaa ccccaatcca agcgactatg tgcttttgga agaggtggtg 
3300 

aaagacacta ccaacaagaa gactaccaca ccaaagtcct ctcagcgggt ccttctggat 
3360 

caggagtgtg tgtttcaagc ccaaagcaag tggaaaggtg caggaaaatt catccttaag 
3420 

ctaaaggagc aggtgcaggc atctcgagaa gataaaaaga aaggcatttc tttcgcaagt 
3480 

gaactcaaga agctcaccaa gtcaactaaa cagccccgag gacttacatc accttctcag 
3540 

ctcttgacct cagaaagtat ccaaaccaag gaggagaaac ctgtgggtgg cttgtcctcc 
3600 

agtgacacaa tggattaccg acagtgacta agggcagcat gtttaaccca ggtgaagatc 
3660 

tttaagcaag aagttaaaga gtgaacatgg tggaaaaaat ataattattt tcatcagact 
3720 

taaactggaa attgatgatt tctgaactga agccttcaca catgtgagat ccatgctgag 
3780 

gagaagcaaa atggcacagg gctagttgcc accaaccaat ttactgatga atgaagccca 
3840 

ggggactgcc attttataaa tgtcagcagt tggaaaaatc gtcacgaatt gacttagagc 
3900 

aagggtcagc aagcttgtct gtaaagggcc aaacagtaaa tattttaggg ctgggggcca 
3960 

taaaatatgt tgcaaccacc caattctgcc attgtagtgc aaaagcagcc atagacaaca 
4020 

catacatgaa cgaacgtggc tgtattccaa taaaacttta tttatggaca ctgaaaaaaa 

4080 

aa 

4082 

<210> 3934 
<211> 130 
<212> PRT 

<213> Homo sapiens 
<400> 3934 

Thr Arg Arg Ser Glu Val Asn Ala He Ala Asn Pro Pro Asn Pro Leu 

1 5 10 15 

Pro Ser Arg Arg Ala His Ser Leu Thr Thr Ala Gly Ser Pro Asn Leu 

20 25 30 

Ala Ala Gly Thr Ser Ser Pro He Arg Pro Val Ser Ser Pro Val Leu 
' 35 40 45 

Ser Ser Ser Asn Lys Ser Pro Ser Ser Ala Trp Ser Ser Ser Ser Trp 

50 55 60 

His Gly Arg lie Lys Gly Gly Met Lys Gly Phe Gin Ser Phe Met Val 
65 70 75 80 

Ser Asp Ser Asn Met Ser Phe Val Glu Phe Val Glu Leu Phe Lys Ser 

85 90 95 

Phe Ser Val Arg Ser Arg Lys Asp Leu Lys Asp Leu Phe Asp Xaa Leu 
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100 

Cys Ser Ala Leu Gin Pro Xaa Leu 
115 120 

Pro Thr 
130 

<210> 3935 
<211> 1103 
<212> DNA 

<213> Homo sapiens 
<400> 3935 

ntgccagctt ggtgcaggga ggctcctgtg 
60 

gcctccaggc ggccagtggg cccgaggccc 
120 

aggacacagc agcggccacc atggccacgc 
180 

gaccggggag gcacaggtgg cccccaccac 
240 

ggatgactga ttctcctccg ccaggccacc 
300 

caggccatga ggggctctca ggaggtgctg 
360 

ggcacagagc acgcctaccg gcccggccgt 
420 

cctgtctccg agtcgttcgt gcagcgtgtg 
480 

caccgggcct gcagcaccta ccgaaccatc 
540 

ctggcccctg ccaggcctcg ctacgcgtgc 
600 

cctggggcct gtggagcagc aatatgccag 
660 

cagcctggcc gctgccgctg ccctgcagga 
720 

gatgaatgca gtgctaggag gggcggctgt 
780 

tactggtgcc agtgttggga ggggcacagc 
840 

aagggagggc cccccagggt ggcccccaac 
900 

gcctggggag gcgggcaggc agtggacatt 
960 

actggaatct gggcggaagg cggtggggac 
1020 

aggataggtg ggttcccgag aactgggggc 
1080 

aggcagaagt gccccgtccc ggg 
1103 

<210> 3936 
<211> 265 
<212> PRT 



105 110 
Ala Pro Ser Gin Pro His Ser Thr 
125 



gacaggccag gcaggtgggc ctcaggaggt 
cagcaagggc tagggtccat ctccagtccc 
ctgggctcca gcagcatcag cagcccccag 
ccggaggagc agctcctgcc cctgtccggg 
cagaggagaa ggccaccccg cctggaggca 
ctgatgtggc ttctggtgtt ggcagtgggc 
agggtgtgtg ctgtccgggc tcacggggac 
taccagccct tcctcaccac ctgcgacggg 
tataggaccg cctaccgccg cagccctggg 
tgccccggct ggaagaggac cagcgggctt 
ccgccatgcc ggaacggagg gagctgtgtc 
tggcggggtg acacttgcca gtcagatgtg 
ccccagcgct gcgtcaacac cgccggcagt 
ctgtctgcag acggtacact ctgtgtgccc 
ccgacaggta aacagccctg gctgtgcctg 
gccgtgtggc tgttaggcat ggtggggggc 
tccctctcca gggagggagg atggggaggg 
aggttgcccg gagcctcata tcagccaaga 
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<213> Homo sapiens 



<400> 3936 






















Met Arg Gly 


Ser 


Gin 


Glu 


Val 


Leu 


Leu Met Trp Leu 


Leu 


Val 


Leu 


Ala 


1 




5 








10 






15 




Val Gly Gly 


Thr 


Glu 


His 


Ala 


Tyr 


Arg Pro Gly Arg 


Arg 


Val 


Cys 


Ala 




20 










25 




30 






Val Arg Ala 


His 


Gly 


Asp 


Pro 


Val 


Ser Glu Ser Phe 


Val 


Gin 


Arg 


Val 


35 










40 




45 








Tyr Gin Pro 


Phe 


Leu 


Thr 


Thr 


Cys 


Asp Gly His Arg 


Ala 


Cys 


Ser 


Thr 


50 








55 




60 










Tyr Arg Thr 


He 


Tyr 


Arg 


Thr 


Ala 


Tyr Arg Arg Ser 


Pro 


Gly 


Leu 


Ala 


65 






70 






75 








80 


Pro Ala Arg 


Pro 


Arg 


Tyr 


Ala 


Cys 


Cys Pro Gly Trp 


Lys 


Arg 


Thr 


Ser 






,85 








90 






95 




Gly Leu Pro 


Gly 


Ala 


Cys 


Gly Ala 


Ala He Cys Gin 


Pro 


Pro 


Cys 


Arg 




100 










105 




110 






Asn Gly Gly 


Ser 


Cys 


Val 


Gin 


Pro 


Gly Arg Cys Arg 


Cys 


Pro 


Ala 


Gly 


115 










120 




12 5 








Trp Arg Gly 


Asp 


Thr 


Cys 


Gin 


Ser 


Asp Val Asp Glu 


Cys 


Ser 


Ala 


Arg 


130 








135 




140 










Arg Gly Gly 


Cys 


Pro 


Gin 


Arg 


Cys 


Val Asn Thr Ala 


Gly Ser 


Tyr 


Trp 


145 






150 






155 








160 


Cys Gin Cys 


Trp 


Glu 


Gly His 


Ser 


Leu Ser Ala Asp 


Gly Thr 


Leu 


Cys 






165 








170 






175 




Val Pro Lys 


Gly 


Gly 


Pro 


Pro 


Arg 


Val Ala Pro Asn 


Pro 


Thr 


Gly Lys 




180 










185 




190 






Gin Pro Trp 


Leu 


Cys 


Leu 


Ala 


Trp Gly Gly Gly Gin 


Ala 


Val 


Asp 


lie 


195 










200 




205 








Ala Val Trp 


Leu 


Leu 


Gly Met 


Val 


Gly Gly Thr Gly 


He 


Trp 


Ala 


Glu 


210 








215 




220 










Gly Gly Gly 


Asp 


Ser 


Leu 


Ser 


Arg Glu Gly Gly Trp 


Gly Gly Arg 


He 


225 






230 






235 








240 


Gly Gly Phe 


Pro 


Arg 


Thr 


Gly Gly Arg Leu Pro Gly 


Ala 


Ser 


Tyr 


Gin 






245 








250 






255 




Pro Arg Arg 


Gin 


Lys 


Cys 


Pro 


val 


Pro 











260 265 

<210> 3937 

<211> 744 

<212> DNA 

<213> Homo sapiens 



ccgctgggcc cacgaaggag aaaggctgcc tcggattcct gcgcccaagc 
cgcccacgga ggcaagtccg gtctcacggt gacctcccgc cggcgccgcc 
accatccagt tcttcctcca ggccacgttc tccttgcgga aaatgctgat 
atgctgggcg caggggctgg cgtgggctac gcgctcctcg ttatcgtgac 
cggcggaagc aggaaatgct aaaggagatg ccactgcagg acccaaggag 



<400> 3937 
tccggactct 
60 

caaggtccgg 
120 

ttcgccgcca 
180 

ctcagtcgca 
240 

cc'cgggagag 
300 
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cagggaggag gcggccagga cccagcagct attgctggcc actctgcagg aggcagcgac 
360 

cacgcaggag aacgtggcct gngaggaaga actggatggt tggcggcgaa ggcggcgcca 
420 

gcgggaggtc accgtgagac cggacttgcc tccgtgggcg ccggaccttg gcttgggcgc 
480 

aggaatccga ggcagccttt ctccttcgtg ggcccagcgg agagtccgga ccgagatacc 
540 

atgccaggac tctccggggt cctgtgagct gccgtcgggt gagcacgttt cccccaaacc 
600 

ctggactgac tgctttaagg tccgcaaggc gggccagggc cgagacgcga gtcggatgtg 
660 

gtgaactgaa agaaccaata aaatcatgtt cctccaccca gaatgagccc tgcagtcgac 
720 

acctaccaat gcttagagac gcgt 
744 

<210> 3938 
<211> 154 
<212> PRT 

<213> Homo sapiens 
<400> 3938 

Pro Pro Ala Gly Ala Ala Phe Ala Ala Asn His Pro Val Leu Pro Pro 

1 5 10 15 

Gly His Val Leu Leu Ala Glu Asn Ala Asp Leu Ser Arg Asn Ala Gly 

20 25 30 

Arg Arg Gly Trp Arg Gly Leu Arg Ala Pro Arg Tyr Arg Asp Pro Gly 

35 40 45 

Arg Ala Ala Glu Ala Gly Asn Ala Lys Gly Asp Ala Thr Ala Gly Pro 

50 55 60 " 

Lys Glu Gin Gly Gly Gly Gly Gin Asp Pro Ala Ala lie Ala Gly His 
65 70 75 80 

Ser Ala Gly Gly Ser Asp His Ala Gly Glu Arg Gly Leu Xaa Gly Arg 

85 90 95 

Thr Gly Trp Leu Ala Ala Lys Ala Ala Pro Ala Gly Gly His Arg Glu 

100 105 110 

Thr Gly Leu Ala Ser Val Gly Ala Gly Pro Trp Leu Gly Arg Arg Asn 

115 120 125 

Pro Arg Gin Pro Phe Ser Phe Val Gly Pro Ala Glu Ser Pro Asp Arg 

130 135 140 

Asp Thr Met Pro Gly Leu Ser Gly Val Leu 
145 150 

<210> 3939 
<211> 490 
<212> DNA 

<213> Homo sapiens 
<400> 3939 

nnttgcaacg tgagagggcg ctcaagagat tcaggaaagg aaagacagac agacagacag 
60 

acgggaaagg tgagatggaa acacacagaa gatgagagag acagacagtg ggaggcagag 
120 
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tgaaagaaag ggcaacagac agcgagggag gaagagacag gctggagccc 
cgcaggtgac ctggtgcacg gctgatggtg gttaaatcgg aactccaggt 
gtctcctgga gcctgtgggt cggcctcctg ctctgctgca agggccctgc 
ggggcggtcc cggagcctcg acccttcacg ttttcactcc gtttctgttc 
acggtgcgga ggtgtcagga ggaaggtagc agcgtcttga ctttccaccg 
cctggagtgc tggggcctgt tcggggccgg ccaggttcag gctccacaga 



<210> 3940 
<211> 62 
<212> PRT 

<213> Homo sapiens 
<400> 3940 

Xaa Cys Asn Val Arg Gly Arg Ser Arg Asp Ser Gly Lys Glu Arg Gin 

1 5 10 15 

Thr Asp Arg Gin Thr Gly Lys Val Arg Trp Lys His Thr Glu Asp Glu 

20 25 30 

Arg Asp Arg Gin Trp Glu Ala Glu Leu Lys Thr Val Lys Glu Arg Ala 

35 40 45 

Thr Asp Ser Glu Gly Gly Arg Asp Arg Leu Glu Pro Phe Leu 
50 55 60 

<210> 3941 
<211> 2077 
<212> DNA 

<213> Homo sapiens 
<400> 3941 

nntttttttt ttttttttca agatggcagc tttaatcaca ttggccaagg gcctaggttc 
60 

cctctgttca ggcccactta gccacacacc caccctggcc atatccagaa cacttctacc 
120 

aggtgggccc tgccctgtgg ccactgatgt gggaacctga ggtcacatca gtctgtggac 
180 

tcctgggtta ggtgaccctt ctgccttgag gtctgctgga cacctgggca tgggatccag 
240 

tagtcctgag ctcactcttt tggccatctc cagctgctcc taggggacgt ggctcaggcc 
300 

cgctcctggg gcagggggtt ggcggtggca tgaggtgggt tggggaggag gacgtgtctc 
360 

cacattgcag ctggcttcct cctgggctga acctccttgt gctttgagac tgacaggaag 
420 

agcagagttg cttcaggtag aggctcggcc caggcccttg gggcaggata acagcagaga 
480 

actcaggtgc ctcctggcac agacaggagg acagatggca caggtgagca tccacacact 
540 



ctgaagactg 
180 

ttcttgtaaa 
240 

gataaccact 
300 

tggctggcgg 
360 

taaggaaccc 
420 

tctgaccctc 
480 

cctcacgcgt 
490 
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ccattgccac 
600 

aggagagggc 
660 

ccaggcctgc 
720 

gggagtcccc 
780 

ggagcccgct 
840 

ccagcttctg 
900 

ctatgagggt 
960 

tggcatatgt 
1020 

catcgctgat 
1080 

ggcgcaccgc 
1140 

gccacctgat 
1200 

ccaggtcggc 
1260 

aaggcacctg 
1320 

acagcaggga 
1380 

acgcgtagtc 
1440 

tgtggcctct 
1500 

gagccacctt 
1560 

ggaagccgga 
1620 

gtgacccgcc 
1680 

tgctgcactc 
1740 

tcgtgcagaa 
1800 

gcaggcagag 
1860 

aggaggcagt 
1920 

aggtgtcccg 
1980 

actgagtctc 
2040 

ctgtcgggca 
2077 

<210> 3942 



agggggtatg 
ctcagaagag 

aggggcatct 

ctcaagagag 
cccagagcac 
tgtcaggtac 
cttggtgtgg 
gtcataactg 
ctctgagaaa 
agcactcagc 
caagtgatag 
agtgacccac 
ggacagggtg 
gaagagccac 
cctgagctcc 
ccgcaggctg 
ccgcaccagg 
gtgcagcacg 
ccgggagcac 
cggcttcccc 
gagaagtctg 
gcccctggtg 
cgccagcctg 
ccagcgtcca 
taacagtcct 
gagggatggg 



gcatggccca 
ggggaccaag 
gaaaggatgg 
gctgcggctg 
tccgagttca 
aggtgggaca 
ctgccacccc 
ttgtctgaac 
ataagcttct 
atgatctgct 
ttctggagca 
atgagacagt 
tgggagttgt 
ggtgcgttga 
tggcgggaca 
gcgactgcct 
ggcctctgcc 
gcctccagag 
ccctaccgca 
cagctccagg 
aggctgcctc 
cggaaggtgg 
cggagaggcc 
ggtgcctgcc 
gccaccacca 
cacacagagg 



tgacccatca 
ccctaggccc 
agtcctggcc 
acaaggggct 
gacacacttc 
gacatgtctt 
ctcgggggcc 
atacggagag 
ccttcatgat 
cagggttgta 
cgaagatgcc 
actcgtccgg 
cagaggtgac 
ctgtgtagag 
cctgagtgta 
ccttggagcc 
tgctaggcag 
tcacgttgat 
gcagttttat 
tgctctagga 
tcttctgcct 
ctcccggctt 
acatccagcg 
ctgccctggg 
ccccccaaca 
tatcagg 



aagcttccag 
catacttccc 
cagctgggcc 
ggagcccaca 
caccagctct 
cagctaacgc 
cacaggggtg 
cacatcggag 
gctgacgtcc 
gctccgtatg 
cacgatgagg 
gggcatgatc 
ggatgggacc 
gttcacactc 
gcgcaggttc 
tgatgtctgt 
ccacatgacc 
aaaactgctg 
caacgtgact 
ggagtaggta 
gcaggtcatg 
ccaacagaca 
gctgaacctg 
ctcctccagg 
cacacacaca 



gtcgggatac 
agaaggagcc 
teaggggaca 
aggaggctgt 
cctaggctcc 
ccactccgct 
gcggtgctgt 
acctctacac 
cggctggtcc 
ccacccaggc 
gtgaaggaga 
cagagggggg 
cccgcacacc 
aggttccagg 
agccgctgga 
tggaagccgg 
tggtgctggg 
ctcaacctgc 
ctggaggccg 
ctcttacgca 
tggctgccta 
tcaggctcca 
cgctacactc 
agagggtggg 
cacacacaca 
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<211> 89 
<212> PRT 

<2l3> Homo sapiens 



<400> 3942 




















Ala Pro Tyr 


Phe 


Pro 


Glu 


Gly Ala 


Pro Gly Leu 


Gin Gly His 


Leu 


Lys 


1 




5 








10 




15 




Gly Trp Ser 


Pro 


Gly 


Pro 


Ala 


Gly Pro Gin Gly 


Thr Gly Ser 


Pro 


Pro 




20 










25 


30 






Gin Glu Arg 


Leu 


Arg 


Leu 


Thr 


Arg 


Gly Trp Ser 


Pro Gin Gly 


Gly 


Cys 


35 










40 




4 5 






Gly Ala Arg 


Ser 


Gin 


Ser 


Thr 


Pro 


Ser Ser Asp 


Thr Leu Pro 


Pro 


Ala 


50 








55 






60 






Leu Leu Gly 


Ser 


Pro 


Ala 


Ser 


Val 


Ser Gly Thr 


Gly Gly Thr Asp Met 


65 






70 






75 






80 


Ser Ser Ala 


Asn 


Ala 


His 


Ser 


Ala 


Leu 









85 



<210> 3943 
<211> 1524 
<212> DNA 

<213> Homo sapiens 



cggctaggag gcttggcccc 
gcacgatgag ccaggtgctg 
aggaggagga ggatgagctg 
acgccgatcc ggacagcggc 
ctgaagtgaa gccgagaatc 
agaaagttgt ctttcacaaa 
agatatgccg ggaagatgtt 
caggacagat tgactttttt 
gagcattgat atttgtcatt 
acattactgt ttctaaagcc 
ataaagttga tggtctgtct 
gggccaatga tgaccttgca 
caagcatata tgatcattca 
cacaactccc aactctggag 
aggcatttct atttgatgtg 



<400> 3943 
tctagacaaa 
60 

accccgggac 
120 

gggaagccgc 
180 

gtggggctag 
240 

acagaggagg 
300 

ctgctcatgg 
360 

atgtctccca 
420 

tccaacagct 
480 

gaccctacat 
540 

gacgcacagg 
600 

tacaaagtta 
660 

gatgatcaca 
720 

gatgctggat 
780 

atatttgaag 
840 

aatttgctga 
900 



aatccgcttc 
ccccgccgtc 
agccgcagga 
cggactacgg 
gagttctgga 
gcctgaggag 
acgaaactct 
cctttgtcaa 
ttgactatga 
atgactacat 
acccagacat 
aaatagaaac 
tagaaaaaat 
cttttagcaa 
acatctttat 



agaaataggc 
cccgggccgg 
cgaggacgac 
agacgggccc 
cttcagtgac 
aagcggcaag 
gttcttggag 
ttttcagatt 
gatgatcttc 
ggaggcttta 
gaattttgag 
acagagggac 
tcacctcagc 
agttgttcag 
ctcaaattct 



tgcgggcggc 
ccggcggtgg 
gcggaggagg 
gactcctccg 
cccttcagca 
tcgtctattc 
agcactaata 
tgggacttcc 
cggggaacag 
acaagacttc 
gtttttattc 
attcatcaaa 
ttttatctga 
aaactgattc 
ggaattgaaa 
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gtcagtaaaa tttatattgc aactgatagt actccggtgg atatgcaaac ctatgagctc 
960 

tgctgtgata tgatagatgt ggttattgac atctcttgta tttatggtct caaagaagat 
1020 

ggagcaggaa ccccctatga caaggaatcc acagccatca taaagcttaa taatacaacc 
1080 

gtgctttatt taaaagaggt gacaaagttc ctggctctcg tttgctttgt cagagaggaa 
1140 

agctttgaaa gaaaagggct aattgactat aattttcatt gcttccggaa ggccattcat 
1200 .. 

gaagtttttg aggtgagaat gaaagtagta aaatctcgaa aggttcagaa tcggctgcag 
1260 

aagaaaaaga gagccacccc taatgggacc cctagagtgc tgctgtaggt gaggtttcag 
1320 

^ gaatgtcttt tgaaatcaga ccttatccat gaggctgctg cgccatgttg cactaaagga 
1380 

agaggaagaa ggagattggg acacatacca ttgatttgtt gttaaaaaaa aaaaafctcct 
1440 

gcaaccctct tgatcttctc ttttataaat aaagtaagca ctttgaagca aaaaaaaaaa 
1500 

aaaaaaaaaa aaaaaaaaaa aaaa 
1524 

<210> 3944 

<211> 435 

<212> PRT 

<213> Homo sapiens 

<400> 3944 

Ser Arg Gin Lys Ser Ala Ser Glu lie Gly Cys Gly Arg Pro Ala Arg 

1 5 10 15 

Arg Leu Gly Pro Thr Pro Gly Pro Pro Pro Ser Pro Gly Arg Pro Ala 

20 25 30 

Val Gly Thr Met Ser Gin Val Leu Gly Lys Pro Gin Pro Gin Asp Glu 

35 40 45 

Asp Asp Ala Glu Glu Glu Glu Glu Glu Asp Glu Leu Val Gly Leu Ala 

50 55 60 

Asp Tyr Gly Asp Gly Pro Asp Ser Ser Asp Ala Asp Pro Asp Ser Gly 
65 70 75 80 

Thr Glu Glu Gly Val Leu Asp Phe Ser Asp Pro Phe Ser Thr Glu Val 

85 90 95 

Lys Pro Arg He Leu Leu Met Gly Leu Arg Arg Ser Gly Lys Ser Ser 

100 105 110 

He Gin Lys Val Val Phe His Lys Met Ser Pro Asn Glu Thr Leu Phe 

115 120 125 

Leu Glu Ser Thr Asn Lys lie Cys Arg Glu Asp Val Ser Asn Ser Ser 

130 135 140 

Phe Val Asn Phe Gin He Trp Asp Phe Pro Gly Gin He Asp Phe Phe 
145 150 155 160 

Asp Pro Thr Phe Asp Tyr Glu Met He Phe Arg Gly Thr Gly Ala Leu 

165 170 175 

He Phe Val lie Asp Ala Gin Asp Asp Tyr Met Glu Ala Leu Thr Arg 

180 185 190 

Leu His He Thr Val Ser Lys Ala Tyr Lys Val Asn Pro Asp Met Asn 
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195 200 205 



Phe 


Glu 


Val 


Phe 


He 


His 


Lys 


Val 


Asp 


Gly 


Leu 


Ser 


Asp 


Asp 


His 


Lys 




210 










215 










~i o n 
ZZv 










lie 


Glu 


Thr 


Gin ,Arg 


Asp 


lie 


T_T -J — 

HIS 


uin 


Arg 


Ala 


Asn 


Asp 


Asp 


Leu 


Ala 


225 










230 










23 5 












Asp 


Ala 


Gly 


Leu 


Glu 


Lys 


Tl — 

lie 


WIS 


Leu 


Ser 


Phe 


Tyr 


Leu 


Tnr 


Ser 


He 










245 










250 














Tyr 


Asp 


His 


Ser 


He 


Phe 


Glu 


Ala 


Pne 


Ser 


Lys 


vai 


vax 


VJJ J. 11 


Lys 


Leu 








260 










265 
















lie 


Pro 


Gin 


Leu 


Pro 


Thr 


Leu 


Glu 


Asn 


Leu 


Leu 


Asn 


Tie* 

lie 




He 


Ser 






275 










280 










■"> Q C 








Asn 


Ser 


Gly 


He 


Glu 


Lys 


Ala 


Phe 


Leu 


Phe 


Asp 


Vdl 


vax 


Ser 


Lys 


lie 




290 










295 










300 










Tyr 


He 


Ala 


Thr 


Asp 


Ser 


Thr 


Pro 


Val 


Asp 


Met 


Gin 


Thr 


Tyr 


Glu 


Leu 


305 










310 










315 










320 


Cys 


Cys 


Asp 


Met 


He 


Asp 


vax 


Va J. 


Tl fa 
J.J.C 


Asp 


lie 


Ser 


Cys 


He 


Tyr 


Gly 










325 










330 










335 




Leu 


Lys 


Glu 


Asp 


Gly 


Ala 


Gly 


Thr 


Pro 


Tyr Asp 


Lys 


Glu 


Ser 


Thr 


Ala 








340 










345 










350 






He 


He 


Lys 


Leu 


Asn 


Asn 


Thr 


Thr 


val 


Leu Tyr 


Leu 


Lys 


Glu 


Val 


Thr 






355 










360 










365 








Lys 


Phe 


Leu 


Ala 


Leu 


Val 


Cys 


Phe 


val 


Arg 


Glu 


Glu 


Ser 


Phe 


Glu Arg 




370 










375 










380 










Lys 


Gly 


Leu 


He 


Asp 


Tyr 


Asn 


Phe 


His 


Cys 


Phe 


Arg 


Lys 


Ala 


He 


His 


385 










390 










395 










400 


Glu 


Val 


Phe 


Glu 


Val 


Arg 


Met 


Lys 


Val 


Val 


Lys 


Ser 


Arg 


Lys 


Val 


Gin 










405 










410 










415 




Asn 


Arg 


Leu 


Gin 


Lys 


Lys 


Lys 


Arg 


Ala 


Thr 


Pro Asn Gly 


Thr 


Pro 


Arg 



420 425 430 v 

Val Leu Leu 
435 

<210> 3945 

<211> "696 

<212> DNA 

<2 13 > Homo sapiens 

<400> 3945 

cggccggctg taaacctgcc actaggaccc ggtcggtgag atctagcctc ttgacctgag 
60 

agecgagagt ggatcgctgg gctgggctaa eggegaegga gagcgcgccc tcgctgactc f 
120 

cgggcgcgcc cagcagtagc accgcccgcg cccgcccctg gacacttgta agtttcgatt 
180 

tccgatttcc geggaacega gtcccgcgcc geggcagage cagcacagcc agcgcgccat 
240 

ggcggacccg gaggtgtgct gcttcatcac caaaatcctg tgcgcccacg ggggcegcat 
300 

ggccctggac gcgctgctcc aggagatege gctgtctgag ccgcagctct gtgaggtgct 
360 , 

gcaggtggcc gggcccgacc gctttgtggt gttggagacc ggeggegagg ccgggatcac 
420 

ccgatcggtg gtggccacca ctcgagcccg ggtctgccgt cgcaagtact gccagagacc 
480 
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ctgcgataac ctgcatctct gcaaactcaa 
540 

cgagcggaat ttatgcaaat attctcatga 
600 

gaaaaatcac gaactctctg gactgaacaa 
660 

tgatcctttt tttatgcccg agccctatgc 
696 



cttgctgggc cggtgcaact attcgcagtc 
ggttctctca gaagagaact tcaaagtcct 
agaggaatta gcagtgctcc tcctccaaag 
agtctc 



<210> 3946 
<211> 165 
<212> PRT 

<213> Homo sapiens 
<400> 3946 

Met Gin Val lie Ala Gly Ser Leu Ala Val Leu Ala Thr Ala Asp Pro 

1 5 10 15 

Gly Ser Ser Gly Gly His His Arg Ser Gly Asp Pro Gly Leu Ala Ala 

20 25 30 

Gly Leu Gin His His Lys Ala Val Gly Pro Gly His Leu Gin His Leu 

35 40 45 

Thr Glu Leu Arg Leu Arg Gin Arg Asp Leu Leu Glu Gin Arg Val Gin 

50 55 60 

Gly His Ala Ala Pro Val Gly Ala Gin Asp Phe Gly Asp Glu Ala Ala 
65 70 75 80 

His Leu Arg Val Arg His Gly Ala Leu Ala Val Leu Ala Leu Pro Arg 

85 90 95 

Arg Gly Thr Arg Phe Arg Gly Asn Arg Lys Ser Lys Leu Thr Ser Val 

100 105 110 

Gin Gly Arg Ala Arg Ala Val Leu Leu Leu Gly Ala Pro Gly Val Ser 

115 120 125 

Glu Gly Ala Leu Ser Val Ala Val Ser Pro Ala Gin Arg Ser Thr Leu 

130 135 140 

Gly Ser Gin Val Lys Arg Leu Asp Leu Thr Asp Arg Val Leu Val Ala 
145 150 155 160 

Gly Leu Gin Pro Ala 
165 

<210> 3947 

<211> 400 

<212> DNA 

<213> Homo sapiens 

<400> 3947 

nnggagaagc aggccattct cttggcgctg atcgaggagc ggggccgctt ctgcaccttc 
60 

atcaccttcc tgcagcctgt ggtgaatgga gagctgacca tgctgggaga gatcacccac 
120 

ctgcagggca tcatcgacga cttggtggtg ctgacagcag aaccccacaa actgcctccc 
180 

gccagcgagc aggtaatcaa agacctaaag ggctcggact acagctggtc ctaccagacc 
240 

ccaccctcat cacccagcag ctccagctcc cggaagtcca gcatgtgcag tgcccccagc 
300 
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agcagtagca gtgccaaggg tggcggaagc cccatggcct gggggtgccc aaacatactc 
360 

acccagttcc acctgtcgct accgcagcct ggcgcagcca 
400 

<210> 3948 
<211> 133 
<212> PRT 

<213> Homo sapiens 
<400> 3948 



Xaa 


Glu 


Lys 


Gin 


Ala 


He 


Leu 


Leu 


Ala 


Leu 


He 


Glu 


Glu 


Arg 


Gly 


Arg 


l 








5 










10 










15 




Phe 


Cys 


Thr 


Phe 


He 


Thr 


Phe 


Leu 


Gin 


Pro 


Val 


Val 


Asn 


Gly 


Glu 


Leu 








20 










25 










30 






Thr 


Met 


Leu 


Gly 


Glu 


He 


Thr 


His 


Leu 


Gin 


Gly 


He 


lie 


Asp 


Asp 


Leu 






35 










40 










45 








Val 


Val 


Leu 


Thr 


Ala 


Glu 


Pro 


His 


Lys 


Leu 


Pro 


Pro 


Ala 


Ser 


Glu 


Gin 




50 










55 










60 










Val 


He 


Lys 


Asp 


Leu 


Lys 


Gly 


Ser 


Asp 


Tyr 


Ser 


Trp 


ser 


Tyr 


Gin 


Thr 


65 










70 










75 










80 


Pro 


Pro 


Ser 


Ser 


Pro 


Ser 


Ser 


Ser 


Ser 


Ser 


Arg 


Lys 


Ser 


Ser 


Met 


Cys 










85 










90 










95 




Ser 


Ala 


Pro 


Ser 


Ser 


Ser 


Ser 


Ser 


Ala 


Lys 


Gly Gly 


Gly 


Ser 


Pro 


Met 








100 










105 










110 






Ala 


Trp 


Gly 


Cys 


Pro 


Asn 


He 


Leu 


Thr 


Gin 


Phe 


His 


Leu 


Ser 


Leu 


Pro 






115 










120 










125 








Gin 


Pro 


Gly 


Ala 


Ala 

























130 



<210> 3949 

<211> 1462 

<212> DNA 

<213> Homo sapiens 

<400> 3949 

ctcgagaact ccagccttgg aagaaaggcc acaggctgag tttcttattt ttatggcttt 
60 

tacccagaga gcaagacaca ggtctgcatt gtgcagcaca gctaaagttc ctttagaaaa 
120 

ccaccatctt tctggctgca agagtcaggg gtcagaatgg ggggcagcca ccactgctga 
180 

aaagagttgg gggaggaacc cctgaaagga gagccagaaa tgggggagct ccaaactctt 
240 

tgtgtcagct ctgtccaaat ctctaactga cttgtgaact aaaaagaaag gtttctacca 
300 

tcagcagact gtcacccata gacatttaca cagtattttg gtttggagtt cttcctaata 
360 

gtcacttcac agaaaaatat ataggtgctg ttttgccctg gaagccagac agatcagaat 
420 

attgggtaag atagctgggt cagctgtcct tggatggatc ccaaacacta tgctcctttc 
480 

caggcctgag aatcgccgaa cactgtccaa cacaatgtga tcacccaaca tatcacatgc 
540 
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atcactgagc tgcaccaccc ttttcttcct cattgctttc aagagctcat acttatagtg 
600 

ctccacttct tttgcggtgc tgacaagcac agcaacatcc tttggagaat agcccctatc 
660 

aaagaagcgc ctgcacgtgt ctgccacaca ggtcattatt tgctccacag tcaagtattt 
720 

cttaattcgt aaggttccct gaacaccctg ggaccattcg gcttcaggaa atacctcgag 
780 

gcacccagtg gggatattaa ttggaggatt ttctataatt agttgcattt ctttttgtaa 
840 

gtactcggct atttcatctg cattgcgaac tattctggtg agctcttctc ttggatattg 
900 

gtctgagaga ggagggaggc cactgtgacc caagtggctg gtctgaaagt aatccagaaa 
960 

gatccagaga actcctggac aatccttttc tctctgagtg atgctttttg ccttcccata 
1020 

ccagtcccca tcttcagtac ggaaattctg agcttcgtca atgacgatgt gttgaatgtg 
1080 

ttcaaatttt tctcttagga aagtttcccg ggtctctgct cggcagatat ttctatcact 
1140 

gataaagttc ctcagaggct ggttttcaca aacgtagaga attctgtgtg cctcacagtg 
1200 

aaacacattc ctgatcttct ccatgatttt catggccatg atgttcttcc ctgagccagg 
1260 

taagccgtgg acaaacaact ctctgttctt gcggaggctt ctggagaata tctcatactg 
1320 

ctgggctgtg agcagattta aaacctcaca gccgagctgg tcactcaaga gagacctgaa 
1380 

gccgagtaag acaatcacga gggactgcag cagggcttcc atgtgctggg tgcctgcaag 
1440 

gctataggac gcagggtaat cc 
1462 

<210> 3950 
<211> 351 
<212> PRT 

<213> Homo sapiens 
<400> 3950 

Met Glu Ala Leu Leu Gin Ser Leu Val lie Val Leu Leu Gly Phe Arg 

1 5 10 15 

Ser Leu Leu Ser Asp Gin Leu Gly Cys Glu Val Leu Asn Leu Leu Thr 

20 25 30 

Ala Gin Gin Tyr Glu lie Phe Ser Arg Ser Leu Arg Lys Asn Arg Glu 

35 40 45 

Leu Phe Val His Gly Leu Pro Gly Ser Gly Lys Asn lie Met Ala Met 

50 55 60 

Lys lie Met Glu Lys lie Arg Asn Val Phe His Cys Glu Ala His Arg 
65 70 75 80 

lie Leu Tyr Val Cys Glu Asn Gin Pro Leu Arg Asn Phe lie Ser Asp 

85 90 95 

Arg Asn lie Cys Arg Ala Glu Thr Arg Glu Thr Phe Leu Arg Glu Lys 

100 105 110 

Phe Glu His lie Gin His He Val He Asp Glu Ala Gin Asn Phe Arg 
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115 120 125 



Thr 


Glu 


Asp Gly 


Asp 


Trp Tyr Gly 


Lys 


Ala 


Lys 


Ser 


He 


Thr 


Gin 


Arg 




130 










135 










140 










Glu 


Lys 


Asp 


Cys 


Pro Gly val 


Leu 


Trp 


lie 


Phe 


Leu 


Asp 


Tyr 


Phe 


Gin 


145 










150 










155 










160 


Thr 


Ser 


His 


Leu 


Gly 


His 


Ser 


Gly 


Leu 


Pro 


Pro 


Leu 


Ser Asp 


Gin 


Tyr 










165 










170 










175 




Pro 


Arg 


Glu 


Glu 


Leu 


Thr 


Arg 


lie 


Val 


Arg 


Asn 


Ala 


Asp 


Glu 


He 


Ala 








180 










185 










190 






Glu 


Tyr 


Leu 


Gin 


Lys 


Glu 


Met 


Gin 


Leu 


He 


He 


Glu 


Asn 


Pro 


Pro 


He 






195 










200 










205 








Asn 


He 


Pro 


Thr 


Gly Cys 


Leu 


Glu 


Val 


Phe 


Pro 


Glu 


Ala 


Glu 


Trp 


Ser 




210 










215 










220 










Gin 


Gly 


Val 


Gin 


Gly 


Thr 


Leu 


Arg 


He 


Lys 


Lys 


Tyr 


Leu 


Thr 


Val 


Glu 


225 










230 










235 










240 


Gin 


He 


Met 


Thr 


Cys 


Val 


Ala 


Asp 


Thr 


Cys 


Arg 


Arg 


Phe 


Phe 


Asp 


Arg 










245 










250 










255 




Gly 


Tyr 


Ser 


Pro 


Lys 


Asp 


Val 


Ala 


Val 


Leu 


Val 


Ser 


Thr 


Ala 


Lys 


Glu 








260 










265 










270 






Val 


Glu 


His 


Tyr 


Lys 


Tyr 


Glu 


Leu 


Leu 


Lys 


Ala 


Met 


Arg 


Lys 


Lys 


Arg 






275 










280 










285 








Val 


Val 


Gin 


Leu 


Ser 


Asp 


Ala 


Cys 


Asp 


Met 


Leu Gly Asp 


His 


lie 


Val 




290 










295 










300 










Leu 


Asp 


Ser 


Val 


Arg 


Arg 


Phe 


Ser 


Gly Leu 


Glu 


Arg 


Ser 


lie 


Val 


Phe 


305 










310 










315 










320 


Gly 


He 


His 


Pro 


Arg 


Thr 


Ala 


Asp 


Pro 


Ala 


He 


Leu 


Pro 


Asn 


lie 


Leu 










325 










330 










335 




He 


Cys 


Leu 


Ala 


Ser 


Arg 


Ala 


Lys 


Gin 


His 


Leu 


Tyr 


He 


Phe 


Leu 





340 345 350 



<210> 3951 

<211> 1012 

<212> DNA 

<213> Homo sapiens 

<400> 3951 

ctggttcgag actccaatcc tgtttcgaat tgctgcttgc tgcccttggg ctggggataa 
60 

tggaagttct ttcccttccc aactctttcc agacccaagc actctgggac tcactccata 
120 . 

gtccaggagt tccaggttcc ggattatgtt ccatggcagc agtccaagca ggaaaccaag 
180 

ccatctactc tgcctccagt ccaacaagcc aacagccttc atacaagcaa aatgaagact 
240 

ttgactaggg tccaaccagt gtttcacttc aagcccacta cggtggtgac aagctgccag 
300 

ccgaagaatc caagagaact acatagaagg cggaagttgg accctgggaa gatgcatgcc 
360 

aaaatctggt taatgaagac ctcgctcagg agcgggaggg ccgctctgcg agagctccga 
420 

agccgtgaga acttcctcag caagctcaac cgggagctga tcgagaccat ccaggagatg 
480 

gagaacagca cgaccctgca cgtgcgggcc ctgctgcagc agcaggacac cctggcgacc 
540 
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atcatcgaca tcttggagta ctcaaacaag aagaggctgc agcaattgaa atctgagctt 
600 

caggagtggg aagaaaagaa gaaatgcaag atgagctatc ttgagcagca ggcagagcag 
660 

ctgaatgcca agattgagaa gacccaggag gaagtgaact tcctgagcac ttacatggac 
720 

catgagtatt ccatcaagtc tgtccagatc tccactctta tgcgccactg cagcaggtta 
780 

aggacagcca gcaggtaggg gagcccctgc ccctntccca ccagactgtn tgggaggcag 
840 

gactggtggc caacaccgtt ctgctggctc ccaggatgag ctggatgacc tcggtgagat 
900 

gcgcagaaag gtcctgggaa tccttgtccg acaagattca gaagaagaag aaaaaaattc 
960 

tgagttctgt ggtggcggtg agtagccagt tgctgtgtgg gagcggggat cc 
1012 

<210> 3952 
<211> 188 
<212> PRT 
<213> Homo sapiens 

<400> 3952 

Met Lys Thr Leu Thr Arg Val Gin Pro Val Phe His 

1 5 10 

Thr Val Val Thr Ser Cys Gin Pro Lys Asn Pro Arg 

20 25 
Arg Arg Lys Leu Asp Pro Gly Lys Met His Ala Lys 

35 40 
Lys Thr Ser Leu Arg Ser Gly Arg Ala Ala Leu Arg 

50 55 60 

Arg Glu Asn Phe Leu Ser Lys Leu Asn Arg Glu Leu 
65 70 75 

Gin Glu Met Glu Asn Ser Thr Thr Leu His Val Arg 

85 90 
Gin Gin Asp Thr Leu Ala Thr lie lie Asp lie Leu 

100 105 
Lys Lys Arg Leu Gin Gin Leu Lys Ser Glu Leu Gin 

115 / 120 
Lys Lys Lys Cys Lys Met Ser Tyr Leu Glu Gin Gin 
130 135 140 

Asn Ala Lys lie Glu Lys Thr Gin Glu Glu Val Asn 
145 150 155 

Tyr Met Asp His Glu Tyr Ser lie Lys Ser Val Gin 

165 170 
Met Arg His Cys Ser Arg Leu Arg Thr Ala Ser Arg 
180 185 

<210> 3953 
<211> 2900 
<212> DNA 
<213> Homo sapiens 

<400> 3953 



Phe Lys Pro Thr 
15 

Glu Leu His Arg 
30 

lie Trp Leu Met 
45 

Glu Leu Arg Ser 

He Glu Thr He 
80 

Ala Leu Leu Gin 
95 

Glu Tyr Ser Asn 
110 

Glu Trp Glu Glu 
125 

Ala Glu Gin Leu 

Phe Leu Ser Thr 
160 

He Ser Thr Leu 
175 
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cccaggctca aggcaaatta taagtaggga accaatttga gggaaagaca tgtgaacaga 
60 

gttaaggtac cacgtcctgg gagcgaccag cagccccacc tgaagtccgc atgcaactct 
120 

gacaagctca ggtgcttgtt ttaaggaaag gggctactag agtcttacca acagcgagcc 
180 

caggtgggag atgaaacagg tactccccaa aataggtcat ccgagggagg aaaactgatg 
240 

gagagcacaa tgtgctctga gcgtttttaa tgtttttaag cttttaaatg atttcttcaa 
300 

ggccgagcag cagcagcaaa ggtgtggctt aaaggattaa gggggtttct gctggcacct 
360 

agaatgaagt tactctatta ctaatcaagc cgagaggagg cccactatgc ccccgtttat 
420 

catcctttcc cagttccttt ttgctggtca caaaacgatg ctcatcaatc ccacctaaag 
480 

caggaggcca ggagcccagc ctcttgtaga aacagcgagg gtataactgc cctcccgttc 
540 

tgcccccaag acgaaggagg actctcggaa gccaagaaag gtttaagaag tctttctgga 
600 

tagagagcag tgcccaggca ggaagccttt cgccggcaga gcggggtccg aggacgagct 
660 

ggagaggaca gaggcgcgat gggcctgctg cagggcctgc tccgagtccg gaagctgctg 
720 

ctggtcgtct gcgtcccgct cctgctgctg cctctgcccg tcctccaccc cagcagcgag 
780 

gcctcgtgtg cttacgtgct gatcgtgact gctgtgtact gggtgtcgga ggcagtgcct 
840 

ctgggagctg cagccctggt gccggccttc ctctacccgt tcttcggagt cctccggtcc 
900 K 

aatgaggtgg cggcggagta cttcaagaac accacgctgc tgctggtggg ggtcatctgc 
960 

gtggcggctg ccgtggagaa gtggaacctg cataagcgca ttgctctgcg catggtcttg 
1020 

atggccgggg ccaagccggg catgctgctg ctctgcttca tgtgctgtac cacgttgctg 
1080 

tccatgtggc tgtccaacac ctccaccacc gccatggtga tgcccatcgt ggaggccgtg 
1140 

ctgcaggagc tggtcagtgc tgaggacgag cagctcgtgg cgggcaactc caacaccgaa 
1200 

gaggccgaac ccatcagtct ggatgtaaag aacagccaac cttctctgga actcatcttt 
1260 

gtcaatgaag acaggtccaa cgcagacctc accactctga tgcacaacga gaacctgaat 
1320 

ggtgtgccct cgatcaccaa ccccatcaaa actgcaaacc aacaccaggg caagaagcaa 
13 80 

cacccatccc aggaaaagcc acaagtcctg acccccagcc ccaggaagca gaagctgaac 
1440 

agaaagtaca ggtcccacca tgaccagatg atctgcaagt gcctctccct gagcatatcc 
1500 

tactccgcta ccattggcgg cctgaccacc atcatcggca cctccaccag cctcatcttc 
1560 

ctggaacact tcaacaacca gtatccagcc gcagaggtgg tgaactttgg cacctggttc 
1620 
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ctcttcagct tccccatatc cctcatcatg ctggtggtca gctggttctg gatgcactgg 
1680 

ctgttcctgg gctgcaattt taaagagacc tgctctctga gcaagaagaa gaagaccaaa 
1740 

agggaacagt tgtcagagaa gaggatccaa gaagaatatg aaaaactggg agacattagc 
1800 

tacccagaaa tggtgactgg atttttcttc atcctgatga ccgtactgtg gtttacccgg 
1860 

gagcctggct ttgtccctgg ctgggattct ttctttgaaa agaaaggcta ccgtactgat 
1920 

gccacagtct ctgtcttcct tggcttcctc ctcttcctca ttccagcgaa gaagccctgc 
1980 

tttgggaaaa agaatgatgg agagaaccag gagcactcac tggggaccga gcccatcatc 
2040 

acgtggaagg acttccagaa gaccatgccc tgggagattg tcattctggt tgggggaggc 
2100 

tatgctctgg cttctggtag caagagctct ggcctctcta catggattgg gaaccagatg 
2160 

ttgtccctga gcagcctccc accgtgggct gtcaccctgc tggcatgcat cctcgtgtcc 
2220 

attgtcactg agtttgtgag caacccagca accatcacca tcttcctgcc catcctgtgc 
2280 

agcctgtctg aaacgatgca cattaacccc ctctacaccc tgatcccagt caccatgtgc 
2340 

atctcctttg cagtgatgct gcctgtgggc aatcccccta atgccatcgt cttcagctat 
2400 

'gggcactgcc agatcaaaga tatggtgaaa gctggcctgg gagtcaacgt tattggactg 
2460 

gtgatagtaa tggtggccat caacacctgg ggagttagcc tcttccacct ggacacttac 
2520 

ccagcatggg cgagggtcag caacatcact gatcaagcct aacgccaagt gtacaaactg 
2580 

gcccaaccac aggagctgcc agtatccagc agtatctgga ccacaggcaa agaaaaccac 
2640 

taggaccacc aggagcacac aaccccagac ccacgccgga gggcatccct ccaccagaag 
2700 

attccgccac ctcaagtgaa ctgcaggaat cctccaacaa ccacaaacac atcgttcgct 
2760 

gttagtgtct tcttcctgcc ctcagcacca cagctcaaga aaacctaaag tttcaataca 
2820 

accataggct cacagaaaaa gaaaaagaaa ataaaaatta aattaaaaaa aaagaagaca 
2880 

aagaaaaaaa aaaaaaaaaa 
2900 

<210> 3954 
<211> 627 
<212> PRT 

<213> Homo sapiens 
<400> 3954 

Met Gly Leu Leu Gin Gly Leu Leu Arg Val Arg Lys Leu Leu Leu Val 

1 5 10 15 

Val Cys Val Pro Leu Leu Leu Leu Pro Leu Pro Val Leu His Pro Ser 
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20 25 30 

Ser Glu Ala Ser Cys Ala Tyr Val Leu He Val Thr Ala Val Tyr Trp 

35 40 45 

Val Ser Glu Ala Val Pro Leu Gly Ala Ala Ala Leu Val Pro Ala Phe 

50 55 60 

Leu Tyr Pro Phe Phe Gly Val Leu Arg Ser Asn Glu Val Ala Ala Glu 
65 70 75 80 

Tyr Phe Lys Asn Thr Thr Leu Leu Leu Val Gly Val He Cys Val Ala 

85 90 95 

Ala Ala Val Glu Lys Trp Asn Leu His Lys Arg He Ala Leu Arg Met 

100 105 HO 

Val Leu Met Ala Gly Ala Lys Pro Gly Met Leu Leu Leu Cys Phe Met 

115 120 125 

Cys Cys Thr Thr Leu Leu Ser Met Trp Leu Ser Asn Thr Ser Thr Thr 

130 135 140 

Ala, Met Val Met Pro lie Val Glu Ala Val Leu Gin Glu Leu Val Ser 
145 150 155 160 

Ala Glu Asp Glu Gin Leu Val Ala Gly Asn Ser Asn Thr Glu Glu Ala 

: 165 170 175 

Glu Pro He Ser Leu Asp Val Lys Asn Ser Gin Pro Ser Leu Glu Leu 

180 185 190 

He Phe Val Asn Glu Asp Arg Ser Asn Ala Asp Leu Thr Thr Leu Met 

195 200 205 

His Asn Glu Asn Leu Asn Gly Val Pro Ser He Thr Asn Pro lie Lys 

210 215 220 

Thr Ala Asn Glh His Gin Gly Lys Lys Gin His Pro Ser Gin Glu Lys 
225 230 235 240 

Pro Gin Val Leu Thr Pro Ser Pro Arg Lys Gin Lys Leu Asn Arg Lys 

245 250 255 

Tyr Arg Ser His His Asp Gin Met He Cys Lys Cys Leu Ser Leu Ser 

260 265 270 

He Ser Tyr Ser Ala Thr He Gly Gly Leu Thr Thr He He Gly Thr 

275 280 285 

Ser Thr Ser Leu He Phe Leu Glu His Phe Asn Asn Gin Tyr Pro Ala 

290 295 300 

Ala Glu Val Val Asn Phe Gly Thr Trp Phe Leu Phe Ser Phe Pro He 
305 310 j 315 ' 320 

Ser Leu He Met Leu Val Val Ser Trp Phe Trp Met His Trp Leu Phe 

325 330 335 

Leu Gly Cys Asn Phe Lys Glu Thr Cys Ser Leu Ser Lys Lys Lys Lys 

340 345 350 

Thr Lys Arg Glu Gin Leu Ser Glu Lys Arg lie Gin Glu Glu Tyr Glu 

355 360 365 

Lys Leu Gly Asp lie Ser Tyr Pro Glu Met Val Thr Gly Phe Phe Phe 

370 375 380 

lie Leu Met Thr Val Leu Trp Phe Thr Arg Glu Pro Gly Phe Val Pro 
385 390 395 400 

Gly Trp Asp Ser Phe Phe Glu Lys Lys Gly Tyr Arg Thr Asp Ala Thr 

405 410 415 

Val Ser Val Phe Leu Gly Phe Leu Leu Phe Leu He Pro Ala Lys Lys 

420 425 430 

Pro Cys Phe Gly Lys Lys Asn Asp Gly Glu Asn Gin Glu His Ser Leu 

435 440 445 

Gly Thr Glu Pro lie He Thr Trp Lys Asp Phe Gin Lys Thr Met Pro 
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450 455 460 

Trp Glu lie Val lie Leu Val Gly Gly Gly Tyr Ala Leu Ala Ser Gly 
465 470 475 480 

Ser Lys Ser Ser Gly Leu Ser Thr Trp He Gly Asn Gin Met Leu Ser 

485 490 495 

Leu Ser Ser Leu Pro Pro Trp Ala Val Thr Leu Leu Ala Cys He Leu 

500 505 510 

Val Ser He Val Thr Glu Phe Val Ser Asn Pro Ala Thr He Thr He 

515 520 . 525 

Phe Leu Pro He Leu Cys Ser Leu Ser Glu Thr Met His He Asn Pro 

530 535 540 

Leu Tyr Thr Leu He Pro Val Thr Met Cys He Ser Phe Ala Val Met 
545 550 555 560 

Leu Pro Val Gly Asn Pro Pro Asn Ala He Val Phe Ser Tyr Gly His 

565 570 575 

Cys Gin He Lys Asp Met Val Lys Ala Gly Leu Gly Val Asn Val lie 

580 585 590 

Gly. Leu Val He Val Met Val Ala He Asn Thr Trp Gly Val Ser Leu 

595 600 605 

Phe His Leu Asp Thr Tyr Pro Ala Trp Ala Arg Val Ser Asn lie Thr 

610 615 620 

Asp Gin Ala 
625 

<210> 3955 
<211> 522 
<212> DNA 

<213> Homo sapiens 
<400> 3955 

nngaattcag aggactatgt ttttgacagt gtttctggga acaactttga atatacccta 
60 

gaagcttcaa aatcacttcg acagaagcca ggagacagta ccatgacgta cctgaacaaa 
120 

ggccagttct atcccatcac cttgaaggag gtgagcagca gtgaaaatcc atcatcccat 
180 

agcaaagttc gaagtgtgat catggtggtt tttgctgaag acaaaagcag agaagatcag 
240 

ttaaggcatt ggaagtactg gcactcccgg cagcacaccg ctaaacaaag atgcattgac 
300 

atagctgact ataaagaaag cttcaacact atcagtaaca tcgaggagat tgcgtataac 
360 

gccatttcct tcacatggga catcaacgat gaagcaaagg ttttcatctc tgtgaactgc 
420 

ttaagcacag atttctcttc ccagaaggga gtgaaggggt tgcctcttaa cattcaagtt 
480 

gatacctata gttacaacaa ccgcagcaac aagcctgtgc ac 
522 



<210> 3956 
<211> 174 
<212> PRT 

<213> Homo sapiens 
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<400> 3956 



Xaa 


Asn 


Ser 


Glu 


Asp 


Tyr 


Val 


Phe 


Asp 


Ser 


Val 


Ser 


Gly 


Asn 


Asn 


Phe 


1 








5 










10 










15 




Glu 


Tyr 


Thr 


Leu 


Glu 


Ala 


Ser 


Lys 


Ser 


Leu 


Arg 


Gin 


Lys' 


Pro 


Gly 


Asp 








20 










25 










30 






Ser 


Thr 


Met 


Thr 


Tyr 


Leu 


Asn 


Lys 


Gly 


Gin 


Phe 


Tyr 


Pro 


lie 


Thr 


Leu 






35 










40 










45 








Lys 


Glu 


Val 


Ser 


Ser 


Ser 


Glu 


Asn 


Pro 


Ser 


Ser 


His 


Ser 


Lys 


Val 


Arg 




50 










55 










6 0 










Ser 


Val 


He 


Met 


Val 


Val 


Phe 


Ala 


Glu 


Asp 


Lys 


Ser 


Arg 


Glu 


Asp 


Gin 


65 










70 










75 










80 


Leu 


Arg 


His 


Trp 


Lys 


Tyr 


Trp 


His 


Ser 


Arg 


Gin 


His 


Thr 


Ala 


Lys 


Gin 










85 










90 










95 




Arg 


Cys 


He 


Asp 


He 


Ala 


Asp 


Tyr 


Lys 


Glu 


Ser 


Phe 


Asn 


Thr 


He 


Ser 








100 










105 










110 






Asn 


He 


Glu 


Glu 


lie 


Ala 


Tyr 


Asn 


Ala 


He 


Ser 


Phe 


Thr 


Trp 


ASp 


He 






115 










120 










125 








Asn 


Asp 


Glu 


Ala 


Lys 


Val 


Phe 


He 


Ser 


Val 


Asn 


Cys 


Leu 


Ser 


Thr 


Asp 




130 










135 










140 










Phe 


Ser 


Ser 


Gin 


Lys 


Gly 


Val 


Lys 


Gly 


Leu 


Pro 


Leu 


Asn 


He 


Gin 


Val 


145 










150 










155 










160 


Asp 


Thr 


Tyr 


Ser 


Tyr 


Asn 


Asn 


Arg 


Ser 


Asn 


Lys 


Pro 


Val 


His 







165 170 



<210> 3957 

<211> 3891 

<212> DNA 

<213> Homo sapiens 

<400> 3957 

nnctgcaggg aagccaatga tgccctcaat gcgtatgtgt gcaaaggcct cccccagcat 
60 

gaagaaatct gcctgggcct gtttactctc atcctcactg aacctgccca agcccagaag 
120 

tgttaccggg acttagctct ggtgagtcgt gatggcatga atattgtcct gaataaaatc 
180 

aaccagatac ttatggagaa gtacctgaag ctgcaggata cctgccgtac tcagttggtg 
240 

tggttggtac gggaactggt gaagagtggg gttctgggag ccgatggtgt ttgtatgacg 
300 

tttatgaagc agattgcagg tggagatgtt acagccaaaa atatctggtt ggcagaaagt 
360 

gttctggata tcctgacaga gcaaagggag tgggtcctga agagcagcat cctcattgcc 
420 

atggctgttt acacgtacct ccgcctcatc gtggaccacc atgggactgc ccagctccag 
480 

gccctgcgac agaaggaagt agacttctgc atctcactgc ttcgggaacg gttcatggaa 
540 

tgtctgatga ttggtcggga tctcgtaaga ctacttcaga atgttgctag gataccagaa 
600 

tttgaactgc tttggaaaga tattatccat aatcctcagg ccttgagtcc tcagttcaca 
660 

ggtatcctac agcttcttca gtcaagaaca tcccgaaaat tcctagcatg tcgtctaacc 
720 
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ccggacatgg agactaaact cctcttcatg acatcccggg tgcgatttgg tcaacaaaag 
780 

cgataccaag attggttcca gcgccagtac ctgtcaactc cagatagtca gtctctgcgc 
840 

tgtgacctca ttcgctacat ctgtggggta gtccaccctt ctaatgaagt actgagttca 
900 

gatatcttgc cccggtgggc catcattggt tggctcctga caacgtgcac gtcaaatgtc 
960 

gctgcctcca atgccaagct ggctttgttt tatgactggc tgttctttag tccagacaag 
1020 

gatagcatta tgaacataga accagccatc ctggtcatgc accactccat gaagccccac 
1080 

ccagccatca ctgccacact cctggacttc atgtgccgca tcattcccaa cttctatcca 
1140 

ccattggagg gccacgtgcg gcagggtgtc ttttcctccc tcaaccacat tgtggagaaa 
1200 

cgggtcttgg cgtgtaaaaa gtattggctc tacctcagac tgctgggcat atgtcttctt 
1260 

nggctcttag aggaatttct ctcctgccat cgtattacaa agacacctag ctcccctgtt 
1320 

tgacaaccct aagttggata aggagctgcg ggcaatgctg agagagaagt ttcctgagtt 
1380 

ctgcagctca ccctccccac ctgtggaagt caaaattgag gagccagttt ccatggagat 
1440 

ggacaaccat atgtcggata aggatgagag ttgctatgac aatgcagagg cagccttcag 
1500 

tgacgatgaa gaggatctca acagcaaagg aaagaagagg gagtttcgct tccaccctat 
1560 

caaggagaca gttgtggagg agccagttga tatcacccct taccttgacc agttggatga 
1620 

gtccctgagg gacaaagtac tccagctaca gaaggggagt gatacggagg cccagtgtga 
1680 

ggtcatgcag gaaattgtgg accaggtcct ggaggaagac tttgactcgg agcagctgtc 
1740 

tgtccttgct tcctgcctac aggagctctt caaggcccac tttcgagggg aggtcctgcc 
1800 

tgaggagatt actgaggagt ccctggagga gtctgtagga aagcctctgt acctaatatt 
1860 

taggaaccta tgtcagatgc aggaagacaa cagcagcttc tctctacttc tagaccttct 
1920 

ctccgagcta tatcagaagc agcccaagat tggctaccac ctgctctact acctgagggc 
1980 

cagcaaagcc gccgcaggga agatgaacct gtacgagtca tttgcccagg ctacccagct 
2040 

gggcgatctg cacacctgcc tgatgatgga catgaaggcc tgccaggagg acgatgtgcg 
2100 

gctcctgtgc cacctcacgc cctccatcta cacagagttt ccagatgaaa ccttgaggag 
2160 

cggagagctg ctgaacatga tcgtggcfcgt tattgactct gcacagctcc aggagctggt 
2220 

ctgccacgtg atgatgggta acctggttat gtttcgaaaa gactcagttc tcaacatact 
2280 

cattcagagc ctagactggg agacctttga gcagtattgt gcctggcagc tctttctggc 
2340 
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ccacaatatt cccctggaga ccataatccc catcctgcag cacctcaaat acaaggagca 
2400 • , 

cccagaggcc ctgtcctgcc tactgcttca actccgaaga gaaaagccca gcgaggagat 
2460 

ggtgaagatg gtgctgagcc ggccctgcca tcctgacgac cagttcacca ccagcatcct 
2520 

gcggcactgg tgcatgaaac atgacgagct gctggccgag cacatcaagt ccctgctcat 
2580 

caagaacaac agcctgcctc gcaagagaca gagcctgagg agctctagca gcaagctggc 
2640 

ccagctgact ctggagcaga tcctggagca cttggacaat ctgcggctca acctgaccaa 
2700 

caccaagcag aactttttta gccagacccc aattctccag gcgctgcagc atgtccaagc 
2760 

gagctgtgac gaagcccaca agatgaaatt cagtgatctc ttctccctgg cggaggaata 
2820 

tgaggactct tccaccaagc cacccaagag ccggcgaaaa gcagctctgt ccagccctcg 
2880 

aagtcgaaag aatgccacac agccccccaa tgccgaagaa gagtcgggct ccagcagtgc 
2940 

ttcagaagag gaagacacga aaccgaagcc taccaagcgg aaacgaaaag ggtcctctgc 
3000 

agtgggctct gacagtgact gaggccctgc attccccatc ccacccccgg ctggactgcc 
3060 

ctctccttct tggtgattca aaggttaata gaggctgagg agattgcagg ggaaacaccc 
3120 

ttgctgcatc cccaagctcc cccggtggaa ggaggagctt tctcctctgg ctgagtttga 
3180 

gaagctgcca tgcagcccct agccccttcc ctcctcctgg ggcctccagc ccctcacact 
3240 

gctgttccca gtgatatttg ggatctgact gaagccagag gctctgtaaa atcagaccat 
3300 

agtggaagtc ctcagccccc tggccccttc cgcaatctcc tcccccagtc tcccaaagag 
3360 

ccatttcaac agagaaggga aatgacaaag gggcagctgg ccagataagc taggatgaga 
3420 

gcagagactc agtgtgtggg tgtcccttcc tgcttcccct tcaggtcttg gtttgttctg 
3480 

aagggacgtt ttatagtcac tatccacatg ccagtgtgaa atgggcatct atgacgtggt 
3540 

cagggtgtcc attcctaatc atggggcaga tgccacaagc attcagaaag gagtctgaaa 
3600 

gggtggccac agccccacgt ggtgtgccct ggaggcttag gttggtctga ggttggcacc 
3660 

tcaatctaca ccagagccca gggagtccca gaggcaagtt tcacagaatt gtcaaatgat 
3720 

cccatttcct tgagtctgtt tttttttttt tttttttttg tttttttttt ggcagagata 
3780 

atcgtgtctt aaaagttgtt tttaaatgac aataaaacaa gccagaatgt caaaaaaaaa 
3840 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa a 
3891 

<210> 3958 
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<211> 440 
<212> PRT 

<213> Homo sapiens 
. <400> 3958 

Xaa Cys Arg Glu Ala Asn Asp Ala Leu Asn Ala Tyr Val Cys Lys Gly 

1 5 10 15 

Leu Pro Gin His Glu Glu lie Cys Leu Gly Leu Phe Thr Leu lie Leu 

20 25 30 

Thr Glu Pro Ala Gin Ala Gin Lys Cys Tyr Arg Asp Leu Ala Leu Val 

35 40 45 

Ser Arg Asp Gly Met Asn He Val Leu Asn Lys He Asn Gin lie Leu 

50 55 60 

Met Glu Lys Tyr Leu Lys Leu Gin Asp Thr Cys Arg Thr Gin Leu Val 
65 70 75 80 

Trp Leu Val Arg Glu Leu Val Lys Ser Gly Val Leu Gly Ala Asp Gly 

85 90 95 

Val Cys Met Thr Phe Met Lys Gin He Ala Gly Gly Asp Val Thr Ala 

100 105 HO 

Lys Asn lie Trp Leu Ala Glu Ser Val Leu Asp He Leu Thr Glu Gin 

115 120 125 

Arg Glu Trp Val Leu Lys Ser Ser He Leu lie Ala Met Ala Val Tyr 

130 135 140 

Thr Tyr Leu Arg Leu He Val Asp His His Gly Thr Ala Gin Leu Gin 
145 150 155 160 

Ala Leu Arg Gin Lys Glu Val Asp Phe Cys He Ser Leu Leu Arg Glu 

165 170 175 

Arg Phe Met Glu Cys Leu Met lie Gly Arg Asp Leu Val Arg Leu Leu 

180 185 190 

Gin Asn Val Ala Arg He Pro Glu Phe Glu Leu Leu Trp Lys Asp lie 

195 200 205 

He His Asn Pro Gin Ala Leu Ser Pro Gin Phe Thr Gly He Leu Gin 

210 215 220 

Leu Leu Gin Ser Arg Thr Ser Arg Lys Phe Leu Ala Cys Arg Leu Thr 
225 230 235 240 

Pro Asp Met Glu Thr Lys Leu Leu Phe Met Thr Ser Arg Val Arg Phe 

245 250 255 

Gly Gin Gin Lys Arg Tyr Gin Asp Trp Phe Gin Arg Gin Tyr Leu Ser 

260 265 270 

Thr Pro Asp Ser Gin Ser Leu Arg Cys Asp Leu lie Arg Tyr He Cys 

275 280 285 

Gly Val Val His Pro Ser Asn Glu Val Leu Ser Ser Asp He Leu Pro 

290 295 300 

Arg Trp Ala He lie Gly Trp Leu Leu Thr Thr Cys Thr Ser Asn Val 
305 310 315 320 

Ala Ala Ser Asn Ala Lys Leu Ala Leu Phe Tyr Asp Trp Leu Phe Phe 

325 330 335 

Ser Pro Asp Lys Asp Ser lie Met Asn He Glu Pro Ala lie Leu Val 

340 345 350 

Met His His Ser Met Lys Pro His Pro Ala He Thr Ala Thr Leu Leu 

355 360 365 

Asp Phe Met Cys Arg He He Pro Asn Phe Tyr Pro Pro Leu Glu Gly 

370 375 380 

His Val Arg Gin Gly Val Phe Ser Ser Leu Asn His He Val Glu Lys 
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385 390 395 400 

Arg Val Leu Ala Cys Lys Lys Tyr Trp Leu Tyr Leu Arg Leu Leu Gly 

405 410 415 

lie Cys Leu Leu Xaa Leu Leu Glu Glu Phe Leu Ser Cys His Arg lie 

420 425 430 

Thr Lys Thr Pro Ser Ser Pro Val 
435 440 

<210> 3959 

<211> 752 

<212> DNA 

<213> Homo sapiens 

<400> 3959 

cccagcagtt cacaggaaga gagcttcggt gggtcagatg gtcaacagta tcaaaatatt 
60 

caacagagac cactctgtgg gttttcaaat gataggatac acatcagcag tcctctggga 
120 

agaaaatgtc ttctcccata tacagagacc ctcataccat ttggggacat tgccccaaaa 
180 

ggacgggctt tggcgtgaaa gaacatttct accccggctg tttgtgtgct gtcatcccag 
240 • 

gtcagggctg aataatgacc acttggtaga cctggtgctc acagagcctt catttggttg 
300 

tataaggggc caaattcacc tctcgatttc cttttttcct ttcagaatgc agtttccaag 
360 

tacggctctc agttccaagg caattcccag cacgacgccc tggaattcct gctctggttg 
420 

ctggatcgtg tacatgagga cctggagggt tcatcccgat gggccaggtg tcggagaagc 
480 

ttccgcctga agccactaaa acctctgaga actgcctgtc accatcagct cagcttcctc 
540 

taggtcaaag cttgtgcaaa ccactttcaa gcacaatata gatcttcgtt gattgtcccc 
600 

actgcttgaa cagagcacac tttgtccttc ctgggtgtgt cctactatcg cttgcgcgac 
660 

ggggtctgag tgtacttggt ttcctctaaa gcaacgttct gcggttggct gcgtgcgatc 
720 

tcagaaatgg acctgggaga tttgaaagag ag 
752 

<210> 3960 
<211> 94 
<212> PRT 

<213> Homo sapiens 
<400> 3960 

Pro Leu Gly Arg Pro Gly Ala His Arg Ala Phe He Trp Leu Tyr Lys 

1 5 10 15 

Gly Pro Asn Ser Pro Leu Asp Phe Leu Phe Ser Phe Gin Asn Ala Val 

20 25 30 

Ser Lys Tyr Gly Ser Gin Phe Gin Gly Asn Ser Gin His Asp Ala Leu 

35 40 45 

Glu Phe Leu Leu Trp Leu Leu Asp Arg Val His Glu Asp Leu Glu Gly 
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50 55 60 

Ser Ser Arg Trp Ala Arg Cys Arg Arg Ser Phe Arg Leu Lys Pro Leu 
65 70 75 80 

Lys Pro Leu Arg Thr Ala Cys His His Gin Leu Ser Phe Leu 
85 90 

<210> 3961 

<211> 2505 

<212> DNA 

<213> Homo sapiens 

<400> 3961 

nngcggaggc ggcgttgccg ggctctccgg aaggagacgt ggcggcggtt gggccggtga 
60 

tacccgggcg ctttatagtc ccgccgcctc ctcctccacc tcctcctcct cctcctctcc 
12 0 

tcctggggca gaggaggttg tggcggtggc tggagaaagc ggcggcggag gatggaggaa 
180 

ggaggcggcg gcgtacggag tctggtcccg ggcgggccgg tgttactggt cctctgcggc 
240 

ctcctggagg cgtccggcgg cggccgagcc cttcctcaac tcagcgatga catccctttc 
300 

cgagtcaact ggcccggcac cgagttctct ctgcccacaa ctggagtttt atataaagaa 
360 

gataattatg tcatcatgac aactgcacat aaagaaaaat ataaatgcat acttcccctt 
420 

gtgacaagtg gggatgagga agaagaaaag gattataaag gccctaatcc aagagagctt 
480 - 

ttggagccac tatttaaaca aagcagttgt tcctacagaa ttgagtctta ttggacttac 
540 

gaagtatgtc atggaaaaca cattcggcag taccatgaag agaaagaaac tggtcagaaa 
600 

ataaatattc acgagtacta ccttgggaat atgttggcca agaaccttct atttgaaaaa 
660 

gaacgagaag cagaagaaaa ggaaaaatca aatgagattc ccactaaaaa tatcgaaggt 
720 

cagatgacac catactatcc tgtgggaatg ggaaatggta caccttgtag tttgaaacag 
780 

aaccggccca gatcaagtac tgtgatgtac atatgtcatc ctgaatctaa gcatgaaatt 
840 

ctttcagtag ctgaagttac aacttgtgaa tatgaagttg tcattttgac accactcttg 
900 

tgcagtcatc ctaaatatag gttcagagca tctcctgtga atgacatatt ttgtcaatca 
960 

ctgccaggat ctccatttaa gcccctcacc ctgaggcagc tggagcagca ggaagaaata 
1020 

ctaagggtgc cttttaggag aaataaagag gaagatttgc agtcaactaa agaagagaga 
1080 ' 

tttccagcga tccacaagtc gattgctatt ggctctcagc cagtgctcac tgttgggaca 
1140 

acccacatat ccaaattgac agatgaccaa ctcataaaag agtttcttag tggttcttac 
1200 

tgctttcgtg ggggtgtcgg ttggtggaaa tatgaattct gctatggcaa acatgtacat 
1260 
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caataccatg aggacaagga tagtgggaaa acctctgtgg ttgtcgggac atggaaccaa 
1320 

gaagagcata ttgaatgggc taagaagaat actgctagag cttatcatct tcaagacgat 
1380 

ggtacccaga cagtcaggat ggtgtcacat ttttatggaa atggagatat ttgtgatata 
1440 

actgacaaac caagacaggt gactgtaaaa ctaaagtgca aagaatcaga ttcacctcat 
1500 

gctgttactg tatatatgct agagcctcac tcctgtcaat atattcttgg ggttgaatct 
1560 

ccagtgatct gtaaaatctt agatacagca gatgaaaatg gacttctttc tctccccaac 
1620 

taaaggatat taaagttagg ggaaagaaaa gatcattgaa agtcatgata atttctgtcc 
1680 

cactgtgtct cattatagag ttctcagcca ttggacctct tctaaaggat ggtataaaat 
1740 ' 

gactctcaac cactttgtga atacatatgt gtatataaga ggttattgat aaacttctga 
1800 

ggcagacatt tgtctcgctt tttttcattt ttgttgtgtc ttataaactg actgtttttc 
1860 

tttgcttgga tactgtgatt ccaaaataaa tctcatccaa gcaagttaga gtccagccta 
1920 

atcaaatgtc ataattgttg tacctattga aagtttttaa ataatagatt tattatgtaa 
1980 

attatagtat atgtaagtag ctaatgaagt aaagatcatg aagaaagaaa ttgataggtg 
2040 

taaatgagag accatgtaaa atatgtaaat tctagtacct gaaatccttt caacagattt 
2100 

ttatatagca actgctctct gcaagtagtt aaactagaaa ctgggcacat ggtagaggct 
2160 

cacatgggag ttgtcctcac ccttgttaat ctcaagaaac tcttatttat aataggttgc 
2220 

ttctctctca gaacttttat ctattacttt tttcttctta tgagtatgtt tactctcaga 
2280 , 
gtatctatct gatgtagaca gttggtgatg cttctgagac tcagaatggt ttactctaac 

2340 

aaaacactgt gctgtctatc ccttgtactt gcctactgta atatggattt cacttctgaa 
2400 

cagtttacag cacaatattt attttaaagt gaataaaatg tccacaagca gtgttgtcat 
2460 

gtagtcaatg gcaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaa 
2505 

<210> 3962 
<211> 306 
<212> PRT 

<213> Homo sapiens 
<400> 3962 

Thr Lys'Asn lie Glu Gly Gin Met Thr Pro Tyr Tyr Pro Val Gly Met 

1 5 10 15 

Gly Asn Gly Thr Pro Cys Ser Leu Lys Gin Asn Arg Pro Arg Ser Ser 

20 25 30 

Thr Val Met Tyr lie Cys His Pro Glu Ser Lys His Glu lie Leu Ser 
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3 5 4 0 4 5 

Val Ala Glu Val Thr Thr Cys Glu Tyr Glu Val Val lie Leu Thr Pro 

50 55 60 

Leu Leu Cys Ser His Pro Lys Tyr Arg Phe Arg Ala Ser Pro Val Asn 
65 70 75 80 

Asp lie Phe Cys Gin Ser Leu Pro Gly Ser Pro Phe Lys Pro Leu Thr 

- 85 90 95 

Leu Arg Gin Leu Glu Gin Gin Glu Glu lie Leu Arg Val Pro Phe Arg 

100 105 110 

Arg Asn Lys Glu Glu Asp Leu Gin Ser Thr Lys Glu Glu Arg Phe Pro 

115 120 125 

Ala lie His Lys Ser lie Ala lie Gly Ser Gin Pro Val Leu Thr Val 

130 135 140 

Gly Thr Thr His lie Ser Lys Leu Thr Asp Asp Gin Leu lie Lys Glu 
145 150 155 160 

Phe Leu Ser Gly Ser Tyr Cys Phe Arg Gly Gly Val Gly Trp Trp Lys 

165 170 175 

Tyr Glu Phe Cys Tyr Gly Lys His Val His Gin Tyr His Glu Asp Lys 

180 185 190 

Asp Ser Gly Lys Thr Ser Val Val Val Gly Thr Trp Asn Gin Glu Glu 

195 200 205 

His lie Glu Trp Ala Lys Lys Asn Thr Ala Arg Ala Tyr His Leu Gin 

210 215 220 

Asp Asp Gly Thr Gin Thr Val Arg Met Val Ser His Phe Tyr Gly Asn 
225 230 235 240 

Gly Asp He Cys Asp He Thr Asp Lys Pro Arg Gin Val Thr Val Lys 

245 250 255 

Leu Lys Cys Lys Glu Ser Asp Ser Pro His Ala Val Thr Val Tyr Met 

260 265 270 

Leu Glu Pro His Ser Cys Gin Tyr He Leu Gly Val Glu Ser Pro Val 

275 280 285 

He Cys Lys He Leu Asp Thr Ala Asp Glu Asn Gly Leu Leu Ser Leu 

290 295 300 

Pro Asn 
305 

<210> 3963 

<211> 1513 

<212> DNA 

<213> Homo sapiens 



<400> 3963 
cttaaggtgt 
60 

ctactctttt 
120 

ataaatccat 
180 

aatgtacaaa 
240 

atagataaac 
300 

tctcggcctc 
360 



attaatccgt 
attttacaaa 
ttgttaaaca 
gcaataagat 
atagcctaaa 
agatttccaa 



cactataccc 
gggaatgatg 
gttttcaaac 
ggacctttct 
tattggtgat 
agagtcttcc 



agataaacag 
aaaggtggaa 
atcagttttt 
ggaggaatgt 
tacaatcgaa 
atggagcgca 



agatggccat 
acaaacaaga 
cgagagactc 
tacaagacaa 
cggtcgggaa 
atccttattt 



ggcatctttt 
agaagcgtgg 
accagaggaa 
acgaatggag 
aggccctggt 
tgataagaat 
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ggcaatccca gtatgtttgg tgttggaaac 
420 

cctccagcac aacctcttag ttcatctcag 
480 

ttactctccc ctcaggttcc agtttcattg 
540 

aatccactct ttggccctca acaggtagcc 
600 

ctttctcaga tctcccagtt acagcgattg 
660 

agaagcgtgc cttctgggaa ccggccgcag 
720 

cagcagcaaa tgatgcaaca atctcgtcaa 
780 

actccaccat ctcagcagca gcCactccat 
840 

gtcatgcccc acactacacc tgagctgcaa 
900 

aacttcccta taggcttgaa ctcaaacttg 
960 

gagccacagt caagactaag gaagtggacg 
1020 

ttggatcaaa actccagcaa acatggtgct 
1080 

ccatttgttc cctatgactt tatgaacagc 

1140 

ataggagatg gctggccacg tgccaaatcg 
1200 

ccagaatttc gtcctggtga gccatggaaa 
1260 

ccttacgtca ctcctggcag tgtcataaac 
1320 

gaccacctca gggacaggaa cagtggtacg 
1380 

cttaacacag tttaagaatg gctcatgtag 
1440 

ggtactctgg gatcacttga gcccaggagc 
1500 

accctgtctc ttt 
1513 

<210> 3964 

<211> 436 

<212> PRT 

<213> Homo sapiens 

<400> 3964 

Met Ala Met Ala Ser Phe Leu Leu 

1 5 
Lys Gly Gly Asn Lys Gin Glu Glu 
20 

Gin Phe Ser Asn lie Ser Phe Ser 

35 40 
Gin Ser Asn Lys Met Asp Leu Ser 



acagcagcac aaccccgggg catgcagcag 
cctaatctcc gtgctcaagt gcctcctcca 
ctgaagtatg caccaaacaa cggtggcctg 
atgctgaacc agctatccca gctaaaccag 
ttagcgcagc agcaaagggc gcagagtcag 
caagaccagc agggtcgacc tcttagtgtg 
cttgatccaa acctgttggt gaagcagcag 
cagccagcca tgaagtcttt ccttgacaat 
aaagggccat caccaataaa tgctttcagc 
aatgtaaata tggatatgaa cagtattaaa 
acagtggaca gcatttctgt gaacacatct 
atttcaagtg gtttcaggct ggaagagtct 
agtacttcac cagccagtcc tccaggttca 
cctaacggct ctagcagtgt taattggcca 
ggttatccaa acattgaccc tgaaactgac 
aatcttccaa ttaatactgt gcgggaagtt 
ta 99999 t 9 c aaatcaattt ctgagtgaca 
taaccagcta ctctgggcga ctgagcccag 
ttgagcaagc ctgggcaaca tagttgtggg 



Phe Tyr Phe Thr Lys Gly Met Met 

10 15 
Ala Trp lie Asn Pro Phe Val Lys 
25 30 
Arg Asp Ser Pro Glu Glu Asn Val 
45 

Gly Gly Met Leu Gin Asp Lys Arg 
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50 55 60 

Met Glu lie Asp Lys His Ser Leu Asn lie Gly Asp Tyr Asn Arg Thr 
65 70 75 80 

Val Gly Lys Gly Pro Gly Ser Arg Pro Gin lie Ser Lys Glu Ser Ser 

85 90 95 

Met Glu Arg Asn Pro Tyr Phe Asp Lys Asn Gly Asn Pro Ser Met Phe 

100 105 110 

Gly Val Gly Asn Thr Ala Ala Gin Pro Arg Gly Met Gin Gin Pro Pro 

115 .120 125 

Ala Gin Pro Leu Ser Ser Ser Gin Pro Asn Leu Arg Ala Gin Val Pro 

130 135 140 

Pro Pro Leu Leu Ser Pro Gin Val Pro Val Ser Leu Leu Lys Tyr Ala 
145 150 155 160 

Pro Asn Asn Gly Gly Leu Asn Pro Leu Phe Gly Pro Gin Gin Val Ala 

165 170 175 

Met Leu Asn Gin Leu Ser Gin Leu Asn Gin Leu Ser Gin lie Ser Gin 

180 185 190 

Leu Gin Arg Leu Leu Ala Gin Gin Gin Arg Ala Gin Ser Gin Arg Ser 

195 200 205 

Val Pro Ser Gly Asn Arg Pro Gin Gin Asp Gin Gin Gly Arg Pro Leu 

210 215 220 

Ser Val Gin Gin Gin Met Met Gin Gin Ser Arg Gin Leu Asp Pro Asn 
225 230 235 240 

Leu Leu Val Lys Gin Gin Thr Pro Pro Ser Gin Gin Gin Pro Leu His 

245 250 255 

Gin Pro Ala Met Lys Ser Phe Leu Asp Asn Val Met Pro His Thr Thr 

260 265 270 

Pro Glu Leu Gin Lys Gly Pro Ser Pro lie Asn Ala Phe Ser Asn Phe 

275 280 285 

Pro lie Gly Leu Asn Ser Asn Leu Asn Val Asn Met Asp Met Asn Ser 

290 295 300 

lie Lys Glu Pro Gin Ser Arg Leu Arg Lys Trp Thr Thr Val Asp Ser 
305 310 315 320 

He Ser Val Asn Thr Ser Leu Asp Gin Asn Ser Ser Lys His Gly Ala. 

325 330 335 

He Ser Ser Gly Phe Arg Leu Glu Glu Ser Pro Phe Val Pro Tyr Asp 

340 345 350 

Phe Met Asn Ser Ser Thr Ser Pro Ala Ser Pro Pro Gly Ser He Gly 

355 360 365 

Asp Gly Trp Pro Arg Ala Lys Ser Pro Asn Gly Ser Ser Ser Val Asn 

370 375 380 

Trp Pro Pro Glu Phe Arg Pro Gly Glu Pro Trp Lys Gly Tyr Pro Asn 
385 390 395 400 

He Asp Pro Glu Thr Asp Pro Tyr Val Thr Pro Gly Ser Val He Asn 

405 410 415 

Asn Leu Pro lie Asn Thr Val Arg Glu Val Asp His Leu Arg Asp Arg 

420 425 430 

Asn Ser Gly Thr 
435 

<210> 3965 

<211> 2850 

<212> DNA 

<213> Homo sapiens 
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<400> 3965 

ngttgcgggg ccacccttcc cgctggtttc cctcgtggtg tgtaaaggca gagaggaaag 
60 

gcgaggggtg ttgacgccag gaaggttcca tcttggttaa gggcaggagt cccttacgga 
120 

cttgtctgag gaaagacagg aaagcgccag catctccacc ttccccggaa gcctcccttt 
180 

gccaggcaga aagggtttcc catggggccg cccctggcgc cgcgcccggc ccacgtaccc 
240 

ggggaggccg ggccccggag gacgagggaa agcaggccgg gcgccgtgag cttcgcggac 
300 

gtggccgtgt acttctctcc cgaggagtgg gaatgcctgc ggccagcgca gagggccctg 
360 

taccgggacg tgatgcggga gaccttcggc cacctgggcg cgctgggtga ggccgggccc 
420 

tccggccggg acccccagtc cgtcggattt tcagttccca aacccgcttt tatctcgtgg 
480 

gtggaaggag aagtggaggc gtggagcccg gaggcccagg atcccgacgg tgagagctct 
540 

gcagctttca gcaggggcca aggacaggaa gcaggatcca gggatgggaa tgaggagaag 
600 . 

gaaaggctga agaagtgtcc aaaacaaaaa gaggtggcgc atgaagtggc tgtcaaggag 
660 ~ 

tggtggccca gcgtcgcctg cccagagttc tgcaacccta ggcagagccc catgaatccc 
720 

tggctcaagg acactctgac ccgaagactg ccccactctt gcccagactg tggccgcaac 
780 

ttcagctacc cttccctcct ggccagccac cagcgggtcc actccgggga gcggcccttc 
840 

tcctgcggcc agtgtcaggc gcgtttctcc cagcgcaggt acctgctcca gcatcagttc 
900 

atccacaccg gcgagaagcc ctacccctgc cccgactgcg ggcgccgctt ccgccagagg 
960 

ggttccctgg ctatccacag gcgggctcac accggggaga agccttacgc gtgctcagac 
1020 

tgcaagagtc gcttcactta cccctacctg ctggccatcc accagcgcaa gcacacgggc 
1080 

gagaagccct acagctgccc cgattgcagc ctccgtttcg cctacacctc cctgctggcc 
1140 

atccacaggc gcatacacac cggcgagaag ccctacccct gtcctgactg cggccgccgc 
1200 

ttcacctatt cttccctcct cctcagtcac cggcgcattc actccgacag ccggcccttc 
1260 

ccctgcgtgg agtgtgggaa aggcttcaag cgcaagaccg ccctggaagc ccatcggtgg 
1320 

atccaccgct cctgcagcga gaggcgcgcg tggcagcagg ccgtggtggg gcgttcagag 
1380 

cccatccctg ttttgggagg caaggatccc ccagttcact tccggcactt tccagatata 
1440 

tttcaagagt tctgtcaaca gaggcttcag gaccgcgggg tcccttcaaa tgccccgcca 
1500 

gtcccaggcc aatcaccgcg cagcttcttc cgggatcgtc gccaatcatc ggccgttgcg 
1560 
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tattgcgggc acagaggggt 
1620 

aagcctctcc tctacttccc 
1680 

gctttattta agggcaagtg 
1740 

ctcctggcgc cgaggcccgg 
1800 

ttcgdggacg tggccgtgta 
1860 

agggctctgt accgggacgt 
1920 

ccaggcccca aaccagccct 
1980 

gccgcccagg atcctgagaa 
2040 

aacaggaagg aagaggaacc 
2100 

gtgaaggaga gtcctgaagt 
2160 

ccggcacggg cacagccacc 
2220 

ccggcaccca tacccagcat 
2280 

tgcggccgcc gcttcaccta 
2340 

gagcggcctt tcccctgccc 
2400 

gcgcaccagt ggatccaccg 
2460 

cgggctgtgc ctcgggcccc 
2520 

tacccagaca tcttcgagga 
2580 

cttggcacga aggactgacg 
2640 

gaaattcatg ccctgggctt 
2700 

agtgcctgta aagattcgaa 
2760 

acaaaaaaaa aaaaaaaaaa 
2820 

gtgttatctg aagatcaggt 
2850 

<210> 3966 
<211> 782 
<212> PRT 

<213> Homo sapiens 

<400> 3966 
Met Gly Pro Pro Leu Ala 

1 5 
Gly Pro Arg Arg Thr Arg 



aagtgaagct tcgggccctt 
agacaccccg cctcccccac 
ggacgatgag gccagagaaa 
ggagacccgg cctggttgca 
cttctccccg gaggagtggg 
gatgcaggag acctacggcc 
catctcttgg atggaacagg 
gggggaaaga ctgggaggag 
ggaggaagtc ccaagagcca 
gctggtggaa cgcaaccctg 
caaaaatgct gcctgggacc 
ggatgctcag gccggccagc 
cccctcactg ctggtcagcc 
cgagtgtggc atgcgcttca 
ctcctgctcc ggggggcggc 
cgtccgaggt gaccgggacc 
gtgcggctga gcggcaccgc 
gatccctgag gtgggccact 
tcctcaagga tccctcaagt 
tagattagac ttgccaccca 
aaaaaaaaag aagagagtga 
gcaacagaga 



Pro Arg Pro Ala His 
10 

Glu Ser Arg Pro Gly 
3127 



acatctttct tgaaggcaag 
tagaaaaagc agccgaagcg 
tggcgccgcc cccagccccg 
ggaagcccgg gactgtgagc 
gctgtctgcg gcccgcgcag 
acctgggcgc gctcggattc 
agagtgaggc ttggagcccc 
ctcggagagg agatgtccca 
aagggcctag aaaggctcct 
acccagctat tagcgtggcc 
cgaccacagg agcacagccc 
ggcgccacgt gtgcacggac 
acaggcgcat gcactcgggg 
agaggaagtt cgcagtggaa 
ggggccggag gcctgggatc 
cgcctgtgct cttccggcac 
aggctggagt tgagcctgac 
gagtcgggga ctccggaact 
ttccaacttg taaaaagaaa 
tctccccagt cttttgttta 
gaccctggac tcatttcaaa 



Val Pro Gly Glu Ala 
15 

Ala Val Ser Phe Ala 
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20 










25 








30 






Asp 


Val 


Ala 


Val 


Tyr 


Phe 


Ser 


Pro 


Glu Glu 


Trp 


Glu 


Cys 


Leu 


Arg 


Pro 






35 










40 








45 








Ala 


Gin 


Arg 


Ala 


Leu 


Tyr 


Arg 


Asp 


Val Met 


Arg 


Glu 


Thr 


Phe 


Gly 


His 




50 










55 








60 










Leu 


Gly 


Ala 


Leu Gly 


Glu 


Ala 


Gly 


Pro Ser 


Gly Arg Asp 


Pro 


Gin. 


Ser 


65 










70 








75 










80 


Val 


Gly 


Phe 


Ser 


Val 


Pro 


Lys 


Pro 


Ala Phe 


He 


Ser 


Trp 


Val 


Glu 


Gly 










85 


















95 




Glu 


Val 


Glu 


Ala 


Trp 


Ser 


Pro 


Glu 


Ala Gin 


Asp 


Pro 


Asp 


Gly Glu 


Ser 








100 










105 








110 






Ser 


Ala 


Ala 


Phe 


Ser 


Arg Gly Gin 


Gly Gin Glu Ala Gly 


Ser 


Arg 


Asp 






115 










120 








125 








Gly 


Asn 


Glu 


Glu 


Lys 


Glu 


Arg 


Leu 


Lys- Lys 


Cys 


Pro 


Lys 


Gin 


Lys 


Glu 




130 










135 








140 










Val 


Ala 


His 


Glu 


Val 


Ala 


Val 


Lys 


Glu Trp 


Trp 


Pro 


Ser 


Val 


Ala 


Cys 


145 










150 








155 










160 


Pro 


Glu 


Phe 


Cys 


Asn 


Pro 


Arg 


Gin 


Ser Pro 


Met 


Asn 


Pro 


Trp 


Leu 


Lys 










165 








170 










175 




Asp 


Thr 


Leu 


Thr 


Arg 


Arg 


Leu 


Pro 


His Ser 


Cys 


Pro 


Asp 


Cys 


Gly 


Arg 








180 










185 








190 






Asn 


Phe 


Ser 


Tyr 


Pro 


Ser 


Leu 


Leu 


Ala Ser 


His 


Gin 


Arg 


Val 


His 


Ser 






195 










200 








205 








Gly Glu 


Arg 


Pro 


Phe 


Ser 


Cys Gly Gin Cys 


Gin 


Ala 


Arg 


Phe 


Ser 


Gin 




210 










215 








220 










Arg 


Arg 


Tyr 


Leu 


Leu 


Gin 


His 


Gin 


Phe lie 


His 


Thr 


Gly 


Glu 


Lys 


Pro 


225 










230 








235 










240 


Tyr 


Pro 


Cys 


Pro 


Asp 


Cys 


Gly Arg Arg Phe 


Arg 


Gin 


Arg 


Gly 


Ser 


Leu 










245 








250 










255 




Ala 


lie 


His 


Arg 


Arg 


Ala 


His 


Thr Gly Glu 


Lys 


Pro 


Tyr 


Ala 


Cys 


Ser 








260 










265 








270 






Asp 


Cys 


Lys 


Ser 


Arg 


Phe 


Thr 


Tyr 


Pro Tyr 


Leu 


Leu 


Ala 


He 


His 


Gin 






275 










280 








285 








Arg 


Lys 


His 


Thr 


Gly 


Glu 


Lys 


Pro 


Tyr Ser 


Cys 


Pro 


Asp 


Cys 


Ser 


Leu 




290 










295 








300 










Arg 


Phe 


Ala 


Tyr 


Thr 


Ser 


Leu 


Leu 


Ala lie 


His 


Arg 


Arg 


He 


His 


Thr 


3 05 










310 








315 










320 


Gly Glu 


Lys 


Pro 


Tyr 


Pro 


Cys 


Pro 


Asp Cys 


Gly Arg 


Arg 


Phe 


Thr 


Tyr 










325 








330 










335 




Ser 


Ser 


Leu 


Leu 


Leu 


Ser 


His 


Arg 


Arg lie 


His 


Ser 


Asp 


Ser 


Arg 


Pro 








340 










345 








350 






Phe 


Pro 


Cys 


Val 


Glu 


Cys 


Gly Lys 


Gly Phe 


Lys 


Arg 


Lys 


Thr 


Ala 


Leu 






355 










360 








365 








Glu 


Ala 


His 


Arg 


Trp 


lie 


His 


Arg 


Ser Cys 


Ser 


Glu 


Arg 


Arg 


Ala 


Trp 




370 










375 








380 










Gin 


Gin 


Ala 


Val 


Val 


Gly Arg 


Ser 


Glu Pro 


He 


Pro 


Val 


Leu Gly 


Gly 


385 










390 








395 










400 


Lys 


Asp 


Pro 


Pro 


Val 


His 


Phe Arg His Phe 


Pro Asp 


He 


Phe 


Gin 


Glu 










405 








410 










415 




Phe 


Cys 


Gin 


Gin Arg 


Leu Gin Asp Arg Gly Val 


Pro 


Ser 


Asn 


Ala 


Pro 








420 










425 








430 






Pro 


Val 


Pro 


Gly Gin 


Ser 


Pro Arg 


Ser Phe 


Phe 


Arg 


Asp 


Arg Arg 


Gin 






435 










440 








445 








Ser 


Ser 


Ala 


Val 


Ala 


Tyr 


Cys 


Gly His Arg Gly Val 


Ser 


Glu 


Ala 


Ser 
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450 455 460 

Gly Pro Tyr He Phe Leu Glu Gly Lys Lys Pro Leu Leu Tyr Phe Pro 
465 470 475 480 

Asp Thr Pro Pro Pro Pro Leu Glu Lys Ala Ala Glu Ala Ala Leu Phe 

485 490 495 

Lys Gly Lys Trp Asp Asp Glu Ala Arg Glu Met Ala Pro Pro Pro Ala 

500 505 510 

Pro Leu Leu Ala Pro Arg Pro Gly Glu Thr Arg Pro Gly Cys Arg Lys 

515 520 525 

Pro Gly Thr Val Ser Phe Ala Asp Val Ala Val Tyr Phe Ser Pro Glu 

530 535 540 

Glu Trp Gly Cys Leu Arg Pro Ala Gin Arg Ala Leu Tyr Arg Asp Val 
545 550 555 560 

Met Gin Glu Thr Tyr Gly His Leu Gly Ala Leu Gly Phe Pro Gly Pro 

565 570 575 

Lys Pro Ala Leu He Ser Trp Met Glu Gin Glu Ser Glu Ala Trp Ser 

580 585 590 

Pro Ala Ala Gin Asp Pro Glu Lys Gly Glu Arg Leu Gly Gly Ala Arg 

595 600 605 

Arg Gly Asp Val Pro Asn Arg Lys Glu Glu Glu Pro Glu Glu Val Pro 

610 615 620 

Arg Ala Lys Gly Pro Arg Lys Ala Pro Val Lys Glu Ser Pro Glu Val 
625 630 635 640 

Leu Val Glu Arg Asn Pro Asp Pro Ala He Ser Val Ala Pro Ala Arg 

645 650 655 

Ala Gin Pro Pro Lys Asn Ala Ala Trp Asp Pro Thr Thr Gly Ala Gin 

660 665 670 

Pro Pro Ala Pro He Pro Ser Met Asp Ala Gin Ala Gly Gin Arg Arg 

675 680 685 

His Val Cys Thr Asp Cys Gly Arg Arg Phe Thr Tyr Pro Ser Leu Leu 

690 695 700 

Val Ser His Arg Arg Met His Ser Gly Glu Arg Pro Phe Pro Cys Pro 
705 710 715 720 

Glu Cys Gly Met Arg Phe Lys Arg Lys Phe Ala Val Glu Ala His Gin 

725 730 735 

Trp He His Arg Ser Cys Ser Gly Gly Arg Arg Gly Arg Arg Pro Gly 

740 745 750 

He Arg Ala Val Pro Arg Ala Pro Val Arg Gly Asp Arg Asp Pro Pro 

755 760 765 

Val Leu Phe Arg His Tyr Pro Asp He Phe Glu Glu Cys Gly 
770 775 780 

<210> 3967 

<211> 892 

<212> DNA 

<213> Homo sapiens 

<400> 3967. 

nacccggccc gaccccggcg cgcgcgcggc ggaggacgag gaagagttgt ggcgaggcag 
60 

atcctgcccc gtggccgcgg ccgtctcgta ggggacaccg tggtgtttaa ggatggccag 
120 

tactggatcc gaggccggac ctcagtggac atcatcaaga ctggaggcta caaggtcagc 
180 
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gccctggagg tggagtggca cctgctggcc caccccagca tcacagatgt ggctgtgatt 
240 

ggagttccgg atatgacatg gggccagcgg gtcactgctg tggtgaccct ccgagaagga 
300 

cactcactgt cccacaggga gctcaaagag " tgggccagaa atgtcctggc cccgtacgcg 
360 

gtgccctcgg agctggtgct ggtggaggag atcccgcgga accagatggg caagattgac 
420 ' 

aagaaggcgc tcatcaggca cttccacccc tcatgacccg gcagactggg actgcgggtc 
480 

tggtggggag cagcagacgt ccccttcaca ccgagaacca cgggggcccg tccaagacct 
540 / 

ggcctccctt aaacctgaac cccccaaatc aggtcacgta gaatcaagaa ctgtttggga 
600 

tgaaatcacc atgtggggtc cccagcctcg ggccagttgt tgcagctcaa ggagaccgtc 
660 

cctggtgtca cctctgcctg gtcaccgccg acctcatctg tgcagcgcgg tgcagccagc 
720 

ccctggcccc acgtgctgag gcacctcccg ccccacagtg ccctgcagtt gccaggctct 
780 

ccagggcagg tcccagaggt ttcccacaaa aaacaaataa agactccact ggaggaaaca 
840 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aa 
892 

<210> 3968 

<211> 151 

<212> PRT 

<213> Homo sapiens 

<400> 3968 

Xaa Pro Ala Arg Pro Arg Arg Ala Arg Gly Gly Gly Arg Gly Arg Val 

15 10 15 

Val Ala Arg Gin lie Leu Pro Arg Gly Arg Gly Arg Leu Val Gly Asp 

20 25 30 

Thr Val Val Phe Lys Asp Gly Gin Tyr Trp lie Arg Gly Arg Thr Ser 

35 40 45 

Val Asp He lie Lys Thr Gly Gly Tyr Lys Val Ser Ala Leu Glu Val 

50 55 60 

Glu Trp His Leu Leu Ala His Pro Ser lie Thr Asp Val Ala Val He 
65 70 75 80 

Gly Val Pro Asp Met Thr Trp Gly Gin Arg Val Thr Ala Val Val Thr 

85 90 95 

Leu Arg Glu Gly His Ser Leu Ser His Arg Glu Leu Lys Glu Trp Ala 

100 105 110 

Arg Asn Val Leu Ala Pro Tyr Ala Val Pro Ser Glu Leu Val Leu Val 

115 120 125 

Glu Glu lie Pro Arg Asn Gin Met Gly Lys He Asp Lys Lys Ala Leu 

130 135 140 

lie Arg His Phe His Pro Ser 
145 150 

<210> 3969 
<211> 915 
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<212> DNA . 

<213> Homo sapiens 

<400> 3969 

ggcacctcgg gcaggacctc cctggtcgga agtggccgtg agcccaagcc gcggtcccgg 
60 

gtgagtacgg ggcggggcgg aggcatgtgc gaggctctct gcctgtacgc tggaaagtgg 
120 

ggattgcaac tcggggaggg atggagcacg cgtcgtcgcc tgggaaacgg gtcgacccgc 
180 

ggaaggcgag cgggtgggac ttccggagca gttaatggtg gggaaacttt ctagtggatg 
240 

tgggaggagg cgggacttcc tgcagcaaat tggggctgtg cgccgctcaa gcccgtttac 
300 

ctgctcccca ggccggcacc caggatgggc gaggtggagg ccccgggccg cttgtggctc 
360 

gagagccccc ctgggggagc gccccccatc ttcctgccct cggacgggca agccctggtc 
420 

ctgggcaggg gacccctgac ccaggttacg gaccggaagt gctccagaac tcaagtggag 
480 

ctggtcgcag atcctgagac ccggacagtg gcagtgaaac aggtatcagt gcctctgcaa 
540 

gggccagcaa ggcctgggga tgggatttgg ggaggaattg caagccgtca gtgaaggggt 
600 

acattaggaa aatctgattg gggccgggcg tggtggctca agcctgtaat cccagcactt 
660 

tgggaggccg aggcgggcgg atcgcttgaa cccaggagtt cgagaccagc ctgagcgaca 
720 

tggtgaaacc tgtctctcta aaaaattagc gggaatggtg gcgcgtcctt gtagttccta 
780 

atcgggaggc tgaagcggga ggatcccttg agcccagtag gtcaagggtg tagtgagcag 
840 

tgatcaccac actgtacttc agcctgggtg acagagcgag aacctgtctc aaaaaaagaa 
900 

aagaaaaaat atggc 
915 

<210> 3970 

<211> 89 

<212> PRT 

<213> Homo sapiens 

<400> 3970 

Met Gly Glu Val Glu Ala Pro Gly Arg Leu Trp Leu Glu Ser Pro Pro 

1 5 10 15 

Gly Gly Ala Pro Pro lie Phe Leu Pro Ser Asp Gly Gin Ala Leu Val 

20 25 30 

Leu Gly Arg Gly Pro Leu Thr Gin Val Thr Asp Arg Lys Cys Ser Arg 

35 40 45 

Thr Gin Val Glu Leu Val Ala Asp Pro Glu Thr Arg Thr Val Ala Val 

50 55 60 

Lys Gin Val Ser Val Pro Leu Gin Gly Pro Ala Arg Pro Gly Asp Gly 
65 70 75 80 

lie Trp Gly Gly lie Ala Ser Arg Gin 
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85 

<210> 3971 
<2li> 433 
<212> DNA 

<213> Homo sapiens 
<400> 3971 

acgcgtgact gatgatgttc tagcgggaga agacagaaga aagagagaga gaatatgaat 
60 

gacagatatg tggtattaag agctctggga aaaaaatgga gcatggaagg gagagcccgg 
120 

ctggggaacg ggtaatcaga gaaaccctca ctcatagggt ggtgcccttt atgcagagac 
180 

ttaaaggaag gagggaggtc ccctgacaga gagaatggta agtgcaaagg tcctgggtgg 
240 

gcttgtgttg aggaagagca aggccagtgt ggctggaaca gagtgagtga aggggagaga 
300 

gttgtaagca atgagcttag acaggaaatg gggtctggtt cacatgggaa atggtaggac 
360 

attgtccgaa cttgggcttt tactccgggt gaaatgggca ctcctataga tgctcccgtc 
420 

ctaatcacca gaa 
433 

<210> 3972 
<211> 120 
<212> PRT 

<213> Homo sapiens 
<400> 3972 

Met Ser Tyr His Phe Pro Cys Glu Pro Asp Pro lie Ser Cys Leu Ser 

1 5 10 15 

Ser Leu Leu Thr Thr Leu Ser Pro Ser Leu Thr Leu Phe Gin Pro His 
20 25 30 

. Trp Pro Cys Ser Ser Ser Thr Gin Ala His Pro Gly Pro Leu His Leu 
35 40 45 

Pro Phe Ser Leu Ser Gly Asp Leu Pro Pro Ser Phe Lys Ser Leu His 

50 55 60 

Lys Gly His His Pro Met Ser Glu Gly Phe Ser Asp Tyr Pro Phe Pro 
65 70 75 80 

Ser Arg Ala Leu Pro Ser Met Leu His Phe Phe Pro Arg Ala Leu Asn 

85 90 95 

Thr Thr Tyr Leu Ser Phe lie Phe Ser Leu Ser Phe Phe Cys Leu Leu 

100 105 110 

Pro Leu Glu His His Gin Ser Arg 
115 120 

<210> 3973 
<211> 984 
<212> DNA 

<213> Homo sapiens 
<400> 3973 
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ctaggtctta tccacgctga cctcaaacca gaaaacatca tgctggtgga tccatctaga 
60 

caaccataca gagtcaaggt catcgacttt ggttcagcca gccacgtgtc caaggctgtg 
120 ' 

tgctccacct acttgcagtc cagatattac agggcccctg agatcatcct tggtttacca 
180 

ttttgtgagg caattgacat gtggtccctg ggctgtgtta ttgcagaatt gttcctgggt 
240 

tggccgttat atccaggagc ttcggagtat gatcagattc ggtatatttc acaaacacag 
300 

ggtttgcctg ctgaatafctt attaagcgcc gggacaaaga caactaggtt tttcaaccgt 
360 

gacacggact caccatatcc tttgtggaga ctgaagacac cagatgacca tgaagcagag 
420 

acagggatta agtcaaaaga agcaagaaag tacattttca actgtttaga tgatatggcc 
480 

caggtgaaca tgacgacaga tttggaaggg agcgacatgt tggtagaaaa ggctgaccgg 
540 

cgggagttca ttgacctgtt gaagaagatg ctgaccattg atgctgacaa gagaatcact 
600 

ccaatcgaaa ccctgaacca tccctttgtc accatgacac acttactcga ttttccccac 
660 

agcacacacg tcaaatcatg tttccagaac atggagatct gcaagcgtcg ggtgaatatg 
720 

tatgacacgg tgaaccagag caaaacccct ttcatcacgc acgtggcccc cagcacgtcc 
780 

accaacctga ccatgacctt taacaaccag ctgaccactg tccacaacca gccctcagcg 
840 

gcatccatgg ctgcagcggc ccagcggagc atgcccctgc agacaggaac agcccagatt 
900 

tgtgcccggc ctgacccgtt ccagcaagct ctcatcgtgt gtccccccgg cctgcaagcc 
960 

ttgcaggcct ctcccttcac gcgt 
984 

<210> 3974 
<2XX> 328 
<212> PRT 

<213> Homo sapiens 
<400> 3974 

Leu Gly Leu He His Ala Asp Leu Lys Pro Glu Asn He Met Leu Val 

1 5 10 15 

Asp Pro Ser Arg Gin Pro Tyr Arg Val Lys Val lie Asp Phe Gly Ser 

20 25 30 

Ala Ser His Val Ser Lys Ala Val Cys Ser Thr Tyr Leu Gin Ser Arg 

35 40 45 

Tyr Tyr Arg Ala Pro Glu He He Leu Gly Leu Pro Phe Cys Glu Ala 

50 55 60 

lie Asp Met Trp Ser Leu Gly Cys Val He Ala Glu Leu Phe Leu Gly 
65 70 75 80 

Trp Pro Leu Tyr Pro Gly Ala Ser Glu Tyr Asp Gin He Arg Tyr He 

85 90 95 

Ser Gin Thr Gin Gly Leu Pro Ala Glu Tyr Leu Leu Ser Ala Gly Thr 
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100 

Lys Thr Thr Arg 
115 

Trp Arg Leu Lys 

. 130 
Ser Lys Glu Ala 
145 

Gin Val Asn Met 

Lys Ala Asp Arg 
180 

lie Asp Ala Asp 
195 

Phe Val Thr Met 
210 

Lys Ser Cys Phe 
225 

Tyr Asp Thr Val 

Pro Ser Thr Ser 
260 

Thr Val His Asn 
275 

Arg Ser Met Pro 
290 

Asp Pro Phe Gin 
305 

Leu Gin Ala Ser 



<210> 3975 
<211> 593 
<212> DNA 
<213> Homo 



Phe Phe Asn Arg 
120 

Thr Pro Asp Asp 
135 

Arg Lys Tyr lie 
150 

Thr Thr Asp Leu 
165 

Arg Glu Phe lie 

Lys Arg lie Thr 
200 

Thr His Leu Leu 
215 

Gin Asn Met Glu 
230 

Asn Gin Ser Lys 
245 

Thr Asn Leu Thr 

Gin Pro Ser Ala 
280 

Leu Gin Thr Gly 
295 

Gin Ala Leu lie 
310 

Pro Phe Thr Arg 
325 



105 

Asp Thr Asp Ser 

His Glu Ala Glu 
140 

Phe Asn Cys Leu 
155 

Glu Gly Ser Asp 
170 

Asp Leu Leu Lys 
185 

Pro lie Glu Thr 

Asp Phe Pro His 
220 

lie Cys Lys Arg 
235 

Thr Pro Phe lie 
250 

Met Thr Phe Asn 
265 

Ala Ser Met Ala 

Thr Ala Gin He 
300 

Val Cys Pro Pro 
315 



110 

Pro Tyr Pro Leu 
125 

Thr Gly He Lys 

Asp Asp Met Ala 
160 

Met Leu Val Glu 
175 

Lys Met Leu Thr 
190 

Leu Asn His Pro 
205 

Ser Thr His Val 

Arg Val Asn Met 
240 

Thr His Val Ala 
255 

Asn Gin Leu Thr 
270 

Ala Ala Ala Gin 
285 

Cys Ala Arg Pro 

Gly Leu Gin Ala 
320 



<400> 3975 

ggatcccagg gaccttcctg tggccctggg 
60 

cggccagcct ccaacctcct cacagggaga 
120 

gctcttgggg gctcaaggga gcctgggcct 
180 

agtcaggatt tggatgcccc cagtgcagtc 
240 

tgcttctgag gcgtctcgga atcataggcc 
300 

tgcgtgagcc ccacagatgc ccgctcgcct 
360 

accaccaggg tacccagatc ccaggcggct 
420 

tgttctctcc aactgggatc tggggtaggg 
480 

tgggacatcc aggccctgtc ttcttgtctt 
540 



gacggatggg gttcagcttg ctggaggggc 
gcctccctct ccactctctc cccagggatg 
ctgccagcct gcaagctgcc tccaactctc 
ctgaggccgc cgccccccat cctactatcc 
tcccgtggaa ggggagcagc aggcgaggtc 
gccagactta aaagtctgtg cccctccccg 
cagccaggcc cagagcccca agagctgggc 
gctgctcccc caagtccctg ggggactgtc 
aaccactcac aacagagaac acgatgttct 
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gtccacgaaa gaaggcccca cacttctccc atccggcctc cacgtaaacg cgt 
593 

<210> 3976 

<211> 101 

<212> PRT 

<213> Homo sapiens 

<400> 3976 

Met Gly Phe Ser Leu Leu Glu Gly Pro Ala Ser Leu Gin Pro Pro His 

1 5 10 15 

Arg Glu Ser Leu Pro Leu His Ser Leu Pro Arg Asp Gly Ser Trp Gly 

20 25 30 

Leu Lys Gly Ala Trp Ala Ser Ala Ser Leu Gin Ala Ala Ser Asn Ser 

35 40 45 

Gin Ser Gly Phe Gly Cys Pro Gin Cys Ser Pro Glu Ala Ala Ala Pro 

50 55 60 

His Pro Thr lie Leu Leu Leu Arg Arg Leu Gly He lie Gly Leu Pro 
65 70 75 80 

Trp Lys Gly Ser Ser Arg Arg Gly Leu Arg Glu Pro His Arg Cys Pro 

85 90 95 

Leu Ala Cys Gin Thr 
100 



<210> 3977 

<211> 2668 

<212> DNA 

<213> Homo sapiens 

<400> 3977 

ccgcgactca gtctccgcag 
60 

gaacttccgg gactcccccg 
120 

ttgtctcggt gggttgattc 
180 

aggggaagca ctcccctcgt 
240 

agggactcga ggtccgccgt 
300 

cctgggtcca ttttcacctg 
360 

ttcctccacc ccagtgagac 
420 

attcgcttca ctgagttcat 
480 

ccatctcaac agggccaagg 
540 

ctggattctg ttttgcagcc 
600 

ggtgatcccc atctctccat 
660 

tttccctctg tgatggttgt 
720 



agcccgggcg ggagtagctg 
cgaccccctt cccagcttcc 
ggcacaaacc gcccgaccca 
ggtcgcctgg aggtgcgctg 
gggaatgatc cacgaactgc 
gaacaagcgg agtggcctgc 
cagtgtcctg aatcgactct 
tgaacagtac acgggccatg 
tgggttacat ggaatctacc 
ttatcgccaa gcactgcttg 
atcacatgtc aactacttcc 
agtagaacaa attaaaagtc 



ggggaccccg ttgagctgcc 
cgtccgctcc gccgcagcga 
ggggccggtg cgcgtgtgga 
gaggaggggg tgacataacc 
tcttggctct gagcgggtac 
aggtatcgca ggacttccct 
gccggctcgg cacagactat 
tgcaacagca ggatcaccat 
tgcgggcctt ctgcacaggg 
atttggaaca agagttcctg 
tagaccagtt ccagcttctt 
aaaagattca tggttgtcaa 
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atcctggaaa cagtctacaa acacagctgt ggggggttgc ctcctgttcg aagtgcactg 
780 

gaaaaaatcc tggccgtttg tcatggggtc atgtataaac agctctcagc ctggatgctc 
840 

catggactcc tcttggacca gcatgaagaa ttctttatca aacaggggcc atcttctggt 
900 

aatgtcagtg cccagccaga agaggacgag gaggatctgg gcattggggg actgacagga 
960 

aaacaactga gagaactgca ggacttgcgc ctgattgagg aagagaacat gctggcacca 
1020 

tctctgaagc agttttccct acgagtggag attttgccat cctacattcc agtgagggtt 
1080 

gctgaaaaaa tcctatttgt tggagaatct gtccagatgt ttgagaatca aaatgtgaac 
1140 

ctgactagaa aaggatccat tttgaaaaac caggaagaca cttttgctgc agagctgcac 
1200 

cgtctcaagc agcagccact cttcagcttg gtggactttg aacaggtggt ggatcgcatt 
1260 

cgcagcactg tggctgagca tctctggaag ttgatggtag aagaatccga tttactgggt 
1320 

cagctgaaga tcattaaaga cttttacctt ctgggacgtg gagaactgtt tcaggccttc 
1380 

attgacacag ctcaacacat gttgaaaaca ccacccactg cagtaactga gcatgatgtg 
1440 

aatgtggcct ttcaacagtc agcacacaag gtattgctag atgatgacaa ccttctccct 
1500 

ctgttgcact tgacaatcga gtatcacnng gaaaggagca caaagatgct actcaggnca 
1560 

agagaagggc cttctcggga aacttctccc cgggaagccc ctgcatctgg ctgggcagcc 
1620 

ctaggtcttt cctacaaagt acagtggcca ctacatattc tcttcacccc agctgtcctg 
1680 

gaaaagtaca atgttgtttt taagtactta ctgagtgtgc gccgggtgca agctgagctg 
1740 

cagcactgct gggccctaca aatgcagcgc aagcacctca agtcgaacca gactgatgca 
1800 

atcaagtggc gcctaagaaa tcacatggca tttttggtgg ataatcttca gtactatctc 
1860 

caggtagatg tgttggagtc tcagttctcc cagctgcttc atcagatcaa ttctacccga 
1920 

gactttgaaa gcatccgatt ggctcatgac cacttcctga gcaatttgct ggctcaatcc 
1980 

tttatcctat tgaaacctgt gtttcactgc ctgaatgaaa tcctagatct ctgtcacagt 
2040 

ttttgttcgc tggtcagtca gaacctaggc ccactggatg agcgtggagc cgcccagctg 
2100 

agcattctcg tgaagggctt tagccgccag tcttcactcc tgttcaagat tctctccagt 
2160 

gttcggaatc atcagatcaa ctcagatttg gctcaactac tgttacgact agattataac 
2220 

aaatactata cccaggctgg tggaactctg ggcagtttcg ggatgtgaaa atttctggct 
2280 

cataaattga aataacagcc acgttcccaa ggttgtaaca gaagattcaa aacatcccat 
2340 
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tctagccaca cacaaataaa tatctgcggc 
2400 

aagcagttac tgaacatcca ggagtacaac 
2460 

tctcccatca aggagaacat gtggcatctc 
2520 

tatgttcatt tattcaatag tcatttattg 
2580 

agctgtggga gatacagcgg taaacaaaca 
2640 

ttcatatgtg aaaaagtaat tatgttta 
2668 

<210> 3978 
<211> 667 
<212> PRT 
<213> Homo sapiens 



ttagtgatag gactctacct tttctcctag 
tccttcccat cattcccatg tggaagggtc 
tgatccttta cattgagaac atttgttgga 
agcacctact acgtaccttg gtactgttca 
atatagagca gaaagttaaa tattttatgg 



<400> 3978 

Met lie His Glu Leu Leu Leu Ala Leu Ser Gly Tyr Pro Gly Ser lie 

1 5 10 15 

Phe Thr Trp Asn Lys Arg Ser Gly Leu Gin Val Ser Gin Asp Phe Pro 

20 25 30 

Phe Leu His Pro Ser Glu Thr Ser Val Leu Asn Arg Leu Cys Arg Leu 

35 40 45 

Gly Thr Asp Tyr lie Arg Phe Thr Glu Phe lie Glu Gin Tyr Thr Gly 

50 55 60 

His Val Gin Gin Gin Asp His His Pro Ser Gin Gin Gly Gin Gly Gly 
65 70 75 80 

Leu His Gly lie Tyr Leu Arg Ala Phe Cys Thr Gly Leu Asp Ser Val 

85 90 95 

Leu Gin Pro Tyr Arg Gin Ala Leu Leu Asp Leu Glu Gin Glu Phe Leu 

100 105 110 

Gly Asp Pro His Leu Ser lie Ser His Val Asn Tyr Phe Leu Asp Gin 

115 120 125 

Phe Gin Leu Leu Phe Pro Ser Val Met Val Val Val Glu Gin lie Lys 

130 135 140 

Ser Gin Lys lie His Gly Cys Gin lie Leu Glu Thr Val Tyr Lys His 
145 150 155 160 

Ser Cys Gly Gly Leu Pro Pro Val Arg Ser Ala Leu Glu Lys lie Leu 

165 170 175 

Ala Val Cys His Gly Val Met Tyr Lys Gin Leu Ser Ala Trp Met Leu 

180 185 190 

His Gly Leu Leu Leu Asp Gin His Glu Glu Phe Phe lie Lys Gin Gly 

195 200 205 

Pro Ser Ser Gly Asn Val Ser Ala Gin Pro Glu Glu Asp Glu Glu Asp 

210 215 220 

Leu Gly He Gly Gly Leu Thr Gly Lys Gin Leu Arg Glu Leu Gin Asp 
225 230 235 240 

Leu Arg Leu He Glu Glu Glu Asn Met Leu Ala Pro Ser Leu Lys Gin 

245 250 255 

Phe Ser Leu Arg Val Glu He Leu Pro Ser Tyr lie Pro Val Arg Val 

260 265 270 

Ala Glu Lys He Leu Phe Val Gly Glu Ser Val Gin Met Phe Glu Asn 
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275 280 285 

Gin Asn Val Asn Leu Thr Arg Lys Gly Ser He Leu Lys Asn Gin Glu 

290 295 300 

Asp Thr Phe Ala Ala Glu Leu His Arg Leu Lys Gin Gin Pro Leu Phe 
305 310 315 320 

Ser Leu Val Asp Phe Glu Gin Val Val Asp Arg lie Arg Ser Thr Val 

325 330 335 

Ala Glu His Leu Trp Lys Leu Met Val Glu Glu Ser Asp Leu Leu Gly 

340 345 350 

Gin Leu Lys He He Lys Asp Phe Tyr Leu Leu Gly Arg Gly Glu Leu 

355 360 365 

Phe Gin Ala Phe He Asp Thr Ala Gin His Met Leu Lys Thr Pro Pro 

370 375 380 

Thr Ala Val Thr Glu His Asp Val Asn Val Ala Phe Gin Gin Ser Ala 
385 390 395 400 

His Lys Val Leu Leu Asp Asp Asp Asn Leu Leu Pro Leu Leu His Leu 

405 410 415 

Thr He Glu Tyr His Xaa ciu Arg Ser Thr Lys Met Leu Leu Arg Xaa 

420. 425 430 

Arg Glu Gly Pro Ser Arg Glu Thr Ser Pro Arg Glu Ala Pro Ala Ser 

435 440 445 

Gly Trp Ala Ala Leu Gly Leu Ser Tyr Lys Val Gin Trp Pro Leu His 

450 455 460 

He Leu Phe Thr Pro Ala Val Leu Glu Lys Tyr Asn Val Val Phe Lys 
465 470 475 480 

Tyr Leu Leu Ser Val Arg Arg Val Gin Ala Glu Leu Gin His Cys Trp 

485 490 495 

Ala Leu Gin Met Gin Arg Lys His Leu Lys Ser Asn Gin Thr Asp Ala 

500 505 510 

He Lys Trp Arg Leu Arg Asn His Met Ala Phe Leu Val Asp Asn Leu 

515 520 525 

Gin Tyr Tyr Leu Gin Val Asp Val Leu Glu Ser Gin Phe Ser Gin Leu 

530 535 540 

Leu His Gin He Asn Ser Thr Arg Asp Phe Glu Ser He Arg Leu Ala 
545 550 555 560 

His Asp His Phe Leu Ser Asn Leu Leu Ala Gin Ser Phe lie Leu Leu 

565 570 575 

Lys Pro Val Phe His Cys Leu Ash Glu He Leu Asp Leu Cys His Ser 

580 585 590 

Phe Cys Ser Leu Val Ser Gin Asn Leu Gly Pro Leu Asp Glu Arg Gly 

595 600 605 

Ala Ala Gin Leu Ser He Leu Val Lys Gly Phe Ser Arg Gin Ser Ser 

610 615 620 

Leu Leu Phe Lys He Leu Ser Ser Val Arg Asn His Gin He Asn Ser 
625 630 635 640 

Asp Leu Ala Gin Leu Leu Leu Arg Leu Asp Tyr Asn Lys Tyr Tyr Thr 

645 650 655 

Gin Ala Gly Gly Thr Leu Gly Ser Phe Gly Met 
660 665 

<210> 3979 
<211> 2746 
<212> DNA 

<213> Homo sapiens 
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<400> 3979 

ccggcgctgc ttaccgctgt 
60 

caggcggtga cgagctgctc 
120 

gtcagaggtg tccgggtcag 
180 

tctatgcgaa gcaccgacgc 
240 

agcgaaccgc tgtacaggag 
300 

ggccatccct ggggaacaga 
360 

tatttaaatt gtgctgattt 
420 

aagtcatggc tttgcgggca 
480 

ttatcgggca ggttttctct 
540 

ctggagatca gccagatcac 
600 

gagctgcaga aaacgctata 
660 

cacagccctg attctgcgtg 
720 

tttctgtaca gcacagatta 
780 

caaatgaaac atatttttga 
840 

gtgtcattct tgggagttct 
900 

agctatgttc tggaaggaga 
960 

tcagaacgct atgttcatac 
1020 

acctatcgct acctagctgc 
1080 

tcttcagtaa agcgaaaaaa 
1140 

caatccagct atgaagagct 
1200 

tcttcctggc gtgatgccat 
1260 

gcaggaagat taatggttat 
1320 

aaaagaaatt acaatgatcc 
1380 

tatgcttttc tgcttaattt 
1440 

gatgttcgat gttcaaaaaa 
1500 

ggaacttact gggtaactct 
1560 



ggcggcaccg gggtcccggg 
aggtgcgagt ggcgggggca 
aggacgcgtg cgataatctg 
agccatgagt acctgcgggg 
ctcgactagc tgtcgcaccg 
atgcaacccg ggatctagag 
tcttctggag aactgagccc 
atagatcaga ggatattgcc 
gaagcttctc agctgctgtt 
ttgtatgcac aaagctgccg 
gcaaggttga agctttatcc 
agaaaggcta tctctacaga 
tgacagcgtc tttcttaaga 
aatacttgat aaaatgagat 
tgtcafctttt ctccttttta 
caaacaactt ataagggaaa 
tttcaaggat ttatctaatt 
cacaccttta caaagaaagc 
aggaaactat ttacttgaga 
gaaggaaatt tcagtggtgg 
ggtccaggat attacacaga 
acatgctcca gaggagtatt 
agaagataga gtcaaatttc 
ttgtgccaat acttcagact 
tttcttaact gccatcaaga 
tgaattctct aagcttggct 



ggtgcgagca gcaggtggcg 
caggggtggg caggggccgg 
cgtgcattcg tcgataactg 
cttcactctg tgccacaacg 
tctgcacagg caccaccgaa 
agctgtcaca ttccaagaaa 
agggaatgaa actctccatc 
agttttctaa tggattattg 
acattctact tggatgggaa 
tggatctgtc tttcaaacaa 
actctgactc acccagaaag 
aactaaaacg gtatcaacgg 
agagaatgtt taaatttcat 
gcctgagaaa acgttctaca 
tgaacttgta cattgaagat 
catccacaca tcaactgaat 
tctcaggagc cataaatgtc 
ggtatcttac aattggactt 
caattaagtc aatttttgag 
ttcacctagc agactttaat 
aatttgcgca ccatattatt 
acccaatcct agatggcctt 
gttccaagca aaatgtagat 
attatgtaat gcttgaagat 
aagtcattgc atccctagaa 
acattggtaa actctatcat 
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tctcatgatc tcccacgttt ggcccatttt ttattaatgt tttatcaaga aatgccttgt 
1620 

gattggctat tgactcattt ccgtggtctg ttggctcaga aaaatgtgat ccgttttaaa 
1680 

ccatctctct ttcagcacat gggctattat tcatcataca aagggacgga gaataagctg 
17.40 

aaggatgatg attttgaaga ggagtcattt gacattcctg ataacccccc tgcaagtctg 
1800 

tacaccaaca tgaatgtgtt tgaaaattat gaagcaagca aggcttacag tagtgttgat 
1860 

gagtactttt gggggaaacc accttcaaca ggagatgttt ttgtgattgt atttgaaaat 
1920 

ccaattataa taaaaaaaat taaagtaaat actggaacag aagatcggca aaatgatatt 
1980 

ttgcatcatg gagccctaga tgttggggaa aacgttatgc ctagcaaaca aaggagacaa 
2040 

tgttctagtt acttaagact aggagaattc aaaaatggaa actttgaaat gtcaggtgta 
2100 

aatcaaaaaa ttccatttga tatacattgt atgaggatat atgtcaccaa aacacaaaag 
2160 

gaatggctaa ttattaggag tattagcatt tggacttctt agccaattaa atcagtatgt 
2220 

tcagtttctg aagcagttct tcctgcttcg tcttttgcta cctttgtctt ttggagggaa 
2280 

agcaatggat gggatatgtt aaaagaaaca ttaattacat tggcagtttt catttataca 
2340 

ttgttgacat aattttactc ttaatacaca cttgtattta ttttaacgtc tgaagttgaa 
2400 

tatcagtcta tagctaatgc tactttcatt tatattttta aatgttctta gttttaaaat 
2460 

ttcaactgat tgtcgaaagg gtaatatgaa agattttaaa tgaaaaaaat ttgttggatg 
2520 

atgatttttg aaaaatagtc accaactgta tatacttcct caagaactga taattcatta 
2580 

tatcatcaga tagcttttat taagcatctg tgggaatata cagttgggtg gaatgataat 
2640 

ctggtttatt ttttctgtaa acttaagttt ccgttgactt ctgtacatct acaatgaata 
2700 

cctcctcata gaagtggtgt ctttacataa ttttttgtgt aggtga 
2746 

<210> 3980 

<211> 478 

<212> PRT 

<213> Homo sapiens 

<400> 3980 

Met Phe Lys Phe His Gin Met Lys His lie Phe Glu He Leu Asp Lys 

1 5 10 15 

Met Arg Cys Leu Arg Lys Arg Ser Thr Val Ser Phe Leu Gly Val Leu 

20 25 30 

Val lie Phe Leu Leu Phe Met Asn Leu Tyr lie Glu Asp Ser Tyr Val 

35 40 45 

Leu Glu Gly Asp Lys Gin Leu lie Arg Glu Thr Ser Thr His Gin Leu 
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50 55 60 



Asn Ser 


Glu 


Arg 


Tyr 


Val 


His 


Thr 


Phe 


Lys 


Asp 


Leu 


Ser 


Asn 


Phe 


Ser 


65 








70 










75 










80 


Gly Ala 


He 


Asn 


Val 


Thr 


Tyr 


Arg 


Tyr 


Leu 


Ala 


Ala 


Thr 


Pro 


Leu 


Gin 








85 










90 










95 




Arg Lys 


Arg 


Tyr 


Leu 


Thr 


He 


Gly Leu 


Ser 


Ser 


Val 


Lys 


Arg 


Lys 


Lys 






100 










105 










110 






Gly Asn 


Tyr 


Leu 


Leu 


Glu 


Thr 


lie 


Lys 


Ser 


He 


Phe 


Glu 


Gin 


Ser 


Ser 




115 










12 0 










125 








Tyr Glu 


Glu 


Leu 


Lys 


Glu 


He 


Ser 


Val 


Val 


Val 


His 


Leu 


Ala 


Asp 


Phe 


130 










135 










140 










Asn Ser 


Ser 


Trp Arg 


Asp 


Ala 


Met 


Val 


Gin 


Asp 


He 


Thr 


Gin 


Lys 


Phe 


145 








150 








■ 


155 










160 


Ala His 


His 


He 


lie 


Ala 


Gly 


Arg 


Leu 


Met 


Val 


He 


His 


Ala 


Pro 


Glu 








165 










170 










175 




Glu Tyr 


Tyr 


Pro 


He 


Leu 


Asp 


Gly 


Leu 


Lys 


Arg 


Asn 


Tyr 


Asn 


Asp 


Pro 






180 










185 










190 






Glu Asp 


Arg 


Val 


Lys 


Phe 


Arg 


Ser 


Lys 


Gin 


Asn 


Val 


Asp 


Tyr 


Ala 


Phe 




195 










200 










205 








Leu Leu 


Asn 


Phe 


Cys 


Ala 


Asn 


Thr 


Ser 


Asp 


Tyr 


Tyr 


Val 


Met 


Leu 


Glu 


210 










215 










220 










Asp Asp 


Val 


Arg 


Cys 


Ser 


Lys 


Asn 


Phe 


Leu 


Thr 


Ala 


He 


Lys 


Lys 


Val 


225 








230 










235 










240 


He Ala 


Ser 


Leu Glu Gly Thr 


Tyr 


Trp 


Val 


Thr 


Leu 


Glu 


Phe 


Ser 


Lys 








245 










250 










255 




Leu Gly 


Tyr 


He 


Gly Lys 


Leu 


Tyr 


His 


Ser 


His 


Asp 


Leu 


Pro 


Arg 


Leu 






260 










265 










270 






Ala His 


Phe 


Leu 


Leu 


Met 


Phe 


Tyr 


Gin 


Glu 


Met 


Pro 


Cys 


Asp 


Trp 


Leu 




275 










280 










285 








Leu Thr 


His 


Phe 


Arg 


Gly Leu 


Leu 


Ala 


Gin 


Lys 


Asn 


Val 


lie 


Arg 


Phe 


290 










295 










300 










Lys Pro 


Ser 


Leu 


Phe 


Gin 


His 


Met 


Gly Tyr Tyr Ser 


Ser 


Tyr 


Lys 


Gly 


305 








310 










315 










320 


Thr Glu 


Asn 


Lys 


Leu 


Lys 


Asp 


Asp 


Asp 


Phe 


Glu 


Glu 


Glu 


Ser 


Phe 


Asp 








325 










330 










335 




He Pro 


Asp 


Asn 


Pro 


Pro 


Ala 


Ser 


Leu 


Tyr 


Thr 


Asn 


Met 


Asn 


Val 


Phe 






340 










345 










350 






Glu Asn 


Tyr 


Glu 


Ala 


Ser 


Lys 


Ala 


Tyr 


Ser 


Ser 


Val 


Asp 


Glu 


Tyr 


Phe 




355 










360 










365 








Trp Gly 


Lys 


Pro 


Pro 


Ser 


Thr 


Gly Asp 


val 


Phe 


val 


He 


Val 


Phe 


Glu 


370 










375 










380 










Asn Pro 


He 


He 


He 


Lys 


Lys 


He 


Lys 


Val 


Asn 


Thr 


Gly Thr Glu Asp 


385 








390 










395 










400 


Arg Gin 


Asn 


Asp 


He 


Leu 


His 


His 


Gly Ala 


Leu Asp 


Val 


Gly Glu Asn 








405 










410 










415 




Val Met 


Pro 


Ser 


Lys 


Gin 


Arg 


Arg 


Gin 


Cys 


Ser 


Ser 


Tyr 


Leu 


Arg 


Leu 






420 










425 










430 






Gly Glu 


Phe 


Lys 


Asn 


Gly Asn 


Phe 


Glu 


Met 


Ser 


Gly 


Val 


Asn 


Gin 


Lys 




435 










440 










445 








He Pro 


Phe 


Asp 


He 


His 


Cys 


Met 


Arg 


He 


Tyr Val 


Thr 


Lys 


Thr 


Gin 


450 










455 










460 










Lys Glu 


Trp 


Leu 


He 


lie' 


Arg 


Ser 


lie 


Ser 


He 


Trp 


Thr 


Ser 







465 470 475 
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<210> 3981 

<211> 4447 ■ * 

<212> DNA 

<213> Homo sapiens 

<400> 3981 

nngccggccg tgtccaagga ggacgggatg 
60 

cggaactgta agagcaaaga ggcggaaatt 
120 

cgctccaagt tcaaaggaga caaggctttg 
180 

aaactgcttt tcatcttcct gcttggtcat 
240 

aatctgttga gttccaataa atacacagag 
300 

ctggtgaact cgaactcgga gctgatccgc 
360 

gccagccgca accccacctt catgggcctg 
420 

cgggagatgg ccgaggcctt cgccggggag 
480 

atggacagcg tgaagcagag cgcggccctg 
540 

gatcttgtcc ccatgggcga ctggacatcc 
600 

ttgggtgtgg taactgcagc cacaagtctg 
660 

gagtttaaaa cctccgtgtc tctggctgtc 
720 

tccacagatc tccaggatta cacttactat 
780 

ctgctgagac tgctgcagtg ctacccaccc 
840 

gagtgcctgg agaccatcct gaacaaagcc 
900 

cactccaacg cgaagaatgc cgtgcttttc 
960 

agtgagccga acctgctcgt ccgtgcctgc 
1020 

gagaccaacc tgcgctacct ggccctggag 
1080 

tcccatgaag ccgtcaagac gcacattgac 
1140 

gacgtcagcg tgcggcagcg ggcggctgac 
1200 

gccaagcaga tcgtgtcgga gatgctgagc 
1260 

gaagagattg tgctgaaggt cgccatcctg 
1320 

tatgtggata ccatcttgaa cttgatccga 
1380 

tggtaccgag tcattcagat cgtcatcaac 
1440 



cggggcctgg cggtcttcat ctcggatatc 
aagagaatca acaaggaact ggccaacatc 
gatggctaca gtaagaaaaa atatgtgtgt 
gacattgact ttgggcacat ggaggctgtg 
aagcaaatag gttacctgtt catttctgtg 
ctgatcaaca acgccatcaa gaatgacctg 
gccctgcact gcatcgccag cgtgggcagc 
atccctaagg tcctcgtagc cggagacact 
tgcttgctgc gcctgtacag gacgtccccc 
cgagtggtgc acctgctcaa tgaccagcac 
atcaccactt tagcacagaa gaacccagaa 
tctaggctaa gcagaatcgt gacgtctgca 
tttgtcccgg ctccctggct gtctgtcaaa 
ccagaccctg cagtgcgagg ccgcctgact 
caagaaccgc ccaagtcgaa gaaggtccag 
gaggccatca gcttaatcat tcaccatgac 
aaccagttgg gccagtttct gcagcaccgc 
agcatgtgca cgctggccag ctccgagttc 
accgtcatca atgccctcaa gacggagcgg 
ctcctctacg ccatgtgtga ccggagcaat 
tatctggaga cagctgacta ctccatccga 
gctgagaagt acgcggtgga ctacacctgg 
attgctggtg attacgtgag tgaagaggtg 
cgggacgacg tgcagggcta cgcggccaag 
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accgtctttg aggctcttca ggctcccgcg 
1500 

tacatccttg gggagtttgg gaacctgatt 
1560 

cagttctccc tgctccactc caagttccat 
1620 

ctgtccacct acatcaagtt cgtgaacctc 
1680 

gtgctgcgca gcgacagcca gctcaggaac 
1740 

gagtacctgc ggctcagcac cgtggccagc 
1800 

atgcccccat tcccggagcg ggagtcctcc 
1860 

cccagcacgg tgacagacct ggaggacacc 
1920 

ggtcctgagc ctgccccagc cagtaccagc 
1980 

ctgctgggtc tcggggctgc cccccctgcc 
2040 

agcgggctgc tcgtggacgt gttctcagac 
2100 

ggctccgaag acaactttgc caggtttgtt 
2160 

cagctgcttc aaattggact taagtctgaa 
2220 

ttttatggta ataagacctc cacgcagttc 
2280 

gacgaccttc agcctaacct gaacctgcag 
2340 

ggcgcgcagg tgcagcaggt ggtcaacata 
2400 

gtcctcaaca ttcagttcag gtatgggggc 
2460 

atcactctca acaaattctt ccagccgaca 
2520 

tggaagcagt tgagcaatcc acagcaggaa 
2580 

atggacacag aagtcaccaa agccaagatc 
2640 

gttgatccta atcctgcgaa tttcgtggga 
2700 

attggatgcc tgctgcgctt ggagccgaac 
2760 

cgcacaagta aggaagccgt ttctcagaga 
2820 

tcctgaggat ggaagaccag gctcgtgtgt 
2880 

ttcgtggcta tcctgcagat gagcaccgtg 
2940 

ccccaccgcc ccacacctct cccctttggg 
3000 

aggaaaagct cagcctggac tgtggcagcc 
3060 



tgccacgaga acatggtcaa agtgggcggc 
gctggggacc cccgctccag ccccccagtg 
ctgtgcagcg tggccacccg cgcgctgctg 
ttcccggagg tgaagcccac catccaggac 
gcagacgtgg agctgcagca gcgtgctgtg 
accgacattc tggcgaccgt gctggaggag 
atcttggcaa agctcaagaa gaagaagggc 
aagcgggaca ggagtgtgga cgtgaacggg 
gccgtgtcta cgccttctcc gtcggcagac 
cccgcgggcc ccccaccctc ctccggcggc 
tcggcctctg tggtcgcgcc tctcgctcct, 
tgtaaaaaca atggtgtgtt gtttgaaaac 
tttcggcaga atttaggtcg gatgtttatc 
ctaaacttta ccccaacact aatctgttca 
accaagcccg tggacccgac cgtggagggg 
gagtgcgtgt ccgacttcac ggaggcgcca 
accttccaga acgtgtctgt gcagctgccc 
gaaatggctt ctcaggattt ctttcaacgt 
gtgcagaaca tcttcaaagc aaagcaccca 
attggatttg gttctgcact tcttgaagaa 
gctggaatca tccacacgaa aaccacccag 
ctgcaagccc agatgtaccg gctcacgctg 
ttatgtgaat tgctctcagc gcagttttag 
cttgtgttgt cttcgtctgt gccgtttgtc 
tccagtgcca cagcacaagg cgcctccccg 
ctggacggga acacacgtgt gtggctcagg 
acggcagaag gtggatcttg ggatcaattt 
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ttataaaaat cgagacagtt ctgtggttaa 
3120 

gcgtgaacgt ggcgtttgtg ggagtgtcac 
3180 

ctcggagcct ctgggagcag cagtgccact 
3240 

ggccgtcctg gtggctgcac acctggcgtc 
3300 

ccctggtttt gctgcagtcc cagctggact 
3360 

ttagaaacat ttgtatttgt aatgacttct 
3420 

ctgttctcct ttcccagctc ctgtttgtga 
3480 

aggccttgga tgtgcagcca ggggaggagc 
3540 

tccagggtaa agtgtgggcc ggtggcgcaa 
3600 

cagagtgggc gtccccaggc cacggtgcag 
3660 

cgtccctgga ggggctgtgg aggaaggacg 
3720 

ttggccgcat gccatgtgcc acctgcggct 
3780 

ccaggctgca cgtctgacac ctgagaggcg 
3B40 

tggggccttg cgctctgtcc ccaggatggt 
3900 

aggttctggc ttcctgacat gctgtggagg 
3960 

gggttttcac cctggccctc agttgcctgc 
4020 

tcatggaccc atcagggtct ccacagctcc 
4080 

ggctcttctt ccggcgtgtc gggctttgat 
4140 

tctcgcacag gccattctgg gtctggtggt 
4200 

tgtgctgcag ctgggtggtg tggccctcat 
4260 

gcctgtgtgc tgcgcctgca ggctgcgtgt 
4320 

cctcccgcca tcagaggaaa ggctgctccc 
4380 

gaggggccct cagtgtggca ctcctcgtca 

4440 

aaaaaaa 

4447 

<210> 3982 

<211> 929 

<212> PRT 

<213> Homo sapiens 



atctacaaat taaagggaaa ttagaagttg 
tgagatggcc cgtgctgccg cccaccccgc 
gtgcatggcg tgggctgagc cttggtgtgt 
gtcctgggcc cttgggagga gcacagctga 
gttttcccag gcaggatttt aatctagaat 
ggcaaaagca cgtgtcctgg ccggatgtaa 
agggcgtctg ttatgctcct gcagtcgccg 
gtcctgccgg ccccgcaggg cccccaggac 
gactcagagg tgtgctcgtc tctttcctgt 
gcctgagtcc ttccaccggc cccgtccagt 
cctctgtgtg gtcaggaagt gaaggggcca 
tgtgtctcac ctgtcatctg gactcagcac 
agagagtggg gccggcctag gagccaaggc 
ggccttgttt gtcctaaaca cacccagcac 
cagggagggt gggtggccac atgtgcttga 
tgtgcgggtc cctggggcag ctgcaggggc 
cctgcagtgt gtgcacccca caatgtctgc 
cacagcatag ccacgtcagt ggcgtgcgcc 
gccaggtgcc gtgacacgcc gtgctgggct 
tctcatgttc cagctgctgg gcagtgctct 
gctgccgtgg atctcctgca tcccttgacc 
cgaggcaccg cttccctgtg cggcgctgca 
aagaaaaata aaggctagaa ctgcaaaaaa 
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<400> 3982 

Arg Gly Leu Ala Val Phe lie Ser Asp lie Arg Asn Cys Lys Ser Lys 

1 5 10 15 

Glu Ala Glu lie Lys Arg lie Asn Lys Glu Leu Ala Asn lie Arg Ser 

20 25 30 

Lys Phe Lys Gly Asp Lys Ala Leu Asp Gly Tyr Ser Lys Lys Lys Tyr 

35 40 45 

Val Cys Lys Leu Leu Phe lie Phe Leu Leu Gly His Asp lie Asp Phe 

50 55 60 

Gly His Met Glu Ala Val Asn Leu Leu Ser Ser Asn Lys Tyr Thr Glu 
65 70 75 80 

Lys Gin lie Gly Tyr Leu Phe lie Ser Val Leu Val Asn Ser Asn Ser 

85 90 7 95 

Glu Leu He Arg Leu He Asn Asn Ala lie Lys Asn Asp Leu Ala Ser 

100 105 110 

Arg Asn Pro Thr Phe Met Gly Leu Ala Leu His Cys He Ala Ser Val 

115 . 120 12 5 

Gly Ser Arg Glu Met Ala Glu Ala Phe Ala Gly Glu He Pro Lys Val 

130 135 140 

Leu Val Ala Gly Asp Thr Met Asp Ser Val Lys Gin Ser Ala Ala Leu 
145 150 155 160 

Cys Leu Leu Arg Leu Tyr Arg Thr Ser Pro Asp Leu Val Pro Met Gly 

165 170 175 

Asp Trp Thr Ser Arg Val Val His Leu Leu Asn Asp Gin His Leu Gly 

180 185 190 

Val Val Thr Ala Ala Thr Ser Leu He Thr Thr Leu Ala Gin Lys Asn 

195 200 205 

Pro Glu Glu Phe Lys Thr Ser Val Ser Leu Ala Val Ser Arg Leu Ser 

210 215 220 

Arg He Val Thr Ser Ala Ser Thr Asp Leu Gin Asp Tyr Thr Tyr Tyr 
225 230 235 240 

Phe Val Pro Ala Pro Trp Leu Ser Val Lys Leu Leu Arg Leu Leu Gin 

245 250 255 

Cys Tyr Pro Pro Pro Asp Pro Ala Val Arg Gly Arg Leu Thr Glu Cys 

260 265 270 

Leu Glu Thr He Leu Asn Lys Ala Gin Glu Pro Pro Lys Ser Lys Lys 

275 280 285 

Val Gin His Ser Asn Ala Lys Asn Ala Val Leu Phe Glu Ala He Ser 

290 295 300 

Leu He He His His Asp Ser Glu Pro Asn Leu Leu Val Arg Ala Cys 
305 310 315 320 

Asn Gin Leu Gly Gin Phe . Leu Gin His Arg Glu Thr Asn Leu Arg Tyr 

325 330 335 

Leu Ala Leu Glu Ser Met Cys Thr Leu Ala Ser Ser Glu Phe Ser His 

340 345 350 

Glu Ala Val Lys Thr His He Asp Thr Val lie Asn Ala Leu Lys Thr 

355 360 365 

Glu Arg Asp Val Ser Val Arg Gin Arg Ala Ala Asp Leu Leu Tyr Ala 

370 375 380 

Met Cys Asp Arg Ser Asn Ala Lys Gin He Val Ser Glu Met Leu Ser 
385 390 395 400 

Tyr Leu Glu Thr Ala Asp Tyr Ser He Arg Glu Glu He Val Leu Lys 

405 410 415 

Val Ala He Leu Ala Glu Lys Tyr Ala Val Asp Tyr Thr Trp Tyr Val 
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420 

Asp Thr lie Leu 
435 

Glu Val Trp Tyr 

' 450 
Gin Gly Tyr Ala 
465 

Cys His Glu Asn 

Gly Asn Leu lie 
500 

Ser Leu Leu His 
515 

Leu Leu Leu Ser 
530 

Lys Pro Thr lie 
545 

Ala Asp Val Glu 

Thr Val Ala Ser 
580 

Pro Phe Pro Glu 
595 

Lys Gly Pro Ser 
610 

Ser Val Asp Val 
625 

Ala Val Ser Thr 

Ala Pro Pro Ala 
660 

Leu Leu Val Asp 
675 

Ala Pro Gly Ser 
690 

Gly Val Leu Phe 
705 

Phe Arg Gin Asn 

Ser Thr Gin Phe 
740 

Leu Gin Pro Asn 
755 

Glu Gly Gly Ala 
770 

Asp Phe Thr Glu 
785 

Thr Phe Gin Asn 

Phe Gin Pro Thr 
820 

Gin Leu Ser Asn 
835 

His Pro Met Asp 



Asn Leu lie Arg 
440 

Arg Val lie Gin 
455 

Ala Lys Thr Val 
470 

Met Val Lys Val 
485 

Ala Gly Asp Pro 

Ser Lys Phe His 
520 

Thr Tyr lie Lys 
535 

Gin Asp Val Leu 
550 

Leu Gin Gin Arg 
565 

Thr Asp He Leu 

Arg Glu Ser Ser 
600 

Thr Val Thr Asp 
615 

Asn Gly Gly Pro 
630 

Pro Ser Pro Ser 
645 

Pro Ala Gly Pro 
Val Phe Ser Asp 

680 

Glu Asp Asn Phe 
695 

Glu Asn Gin Leu 

710 

Leu Gly Arg Met 
725 

Leu Asn Phe Thr 

Leu Asn Leu Gin 
760 

Gin Val Gin Gin 
775 

Ala Pro Val Leu 
790 

Val Ser Val Gin 
805 

Glu Met Ala Ser 

Pro Gin Gin Glu 
840 

Thr Glu Val Thr 



425 

He Ala Gly Asp 

He Val He Asn 
460 

Phe Glu Ala Leu 
475 

Gly Gly Tyr He 
490 

Arg Ser Ser Pro 
505 

Leu Cys Ser Val 

Phe Val Asn Leu 
540 

Arg Ser Asp Ser 
555 

Ala Val Glu Tyr 
570 

Ala Thr Val Leu 
585 

He Leu Ala Lys 

Leu Glu Asp Thr 
620 

Glu Pro Ala Pro 
635 

Ala Asp Leu Leu 
650 

Pro Pro Ser Ser 
665 

Ser Ala Ser Val 

Ala Arg Phe Val 
700 

Leu Gin He Gly 
715 

Phe He Phe Tyr 
730 

Pro Thr Leu He 
745 

Thr Lys Pro Val 

Val Val Asn He 
780 

Asn He Gin Phe 
795 

Leu Pro He Thr 
810 

Gin Asp Phe Phe 
825 

Val Gin Asn He 
Lys Ala Lys He 



430 

Tyr Val Ser Glu 
445 

Arg Asp Asp Val 

Gin Ala Pro Ala 
480 

Leu Gly Glu Phe 
495 

Pro Val Gin Phe 
510 

Ala Thr Arg Ala 

525 

Phe Pro Glu Val 

Gin Leu Arg Asn 
560 

Leu Arg Leu Ser 
575 

Glu Glu Met Pro 
590 

Leu Lys Lys Lys 
605 

Lys Arg Asp Arg 

Ala Ser Thr Ser 
640 

Gly Leu Gly Ala 
655 

Gly Gly Ser Gly 
670 

Val Ala Pro Leu 
685 

Cys Lys Asn Asn 

Leu Lys Ser Glu 
720 

Gly Asn Lys Thr 
735 

Cys Ser Asp Asp 
750 

Asp Pro Thr Val 
765 

Glu Cys Val Ser 

Arg Tyr Gly Gly 
800 

Leu Asn Lys Phe 
815 

Gin Arg Trp Lys 
830 

Phe Lys Ala Lys 
845 

He Gly Phe Gly 
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850 855 860 

Ser Ala Leu Leu Glu Glu Val Asp Pro Asn Pro Ala Asn Phe Val Gly 
865 870 875 880 

Ala Gly lie lie His Thr Lys Thr Thr Gin, lie Gly Cys Leu Leu Arg 

885 890 895 

Leu Glu Pro Asn Leu Gin Ala Gin Met Tyr Arg Leu Thr Leu Arg Thr 

900 905 910 

Ser Lys Glu Ala Val Ser Gin Arg Leu Cys Glu Leu Leu Ser Ala Gin 
915 920 925 

Phe 



<210> 3983 

<211> 2300 

<212> DNA 

<213> Homo sapiens 

<400> 3983 

nnccatgggg agatcacaga agagagggac atcctgagcc ggcaacaggg agaccatgtg 
60 

gcacgcatcc tggagctaga ggatgacatc cagaccatca gtgagaaagt gctgacgaag 
120 

gaagtggagc tggacaggct tagagacaca gtgaaggccc tgactcggga acaagagaag 
180 

ctccttgggc aactgaaaga agtacaagca gacaaggagc aaagtgaggc tgagctccaa 
240 

gtggcacaac aggagaacca tcacttaaat ttggacctga aggaggcgaa gagctggcaa 
300 

gaggagcaga gtgctcaggc tcagcgactg aaagacaagg tggcccagat gaaggacacc 
360 

ctaggccagg cccagcagcg ggtggccgag ctggagccct tgaaggagca gcttcgaggg 
420 

gcccaggagc ttgcagcctc aagccagcag aaagccaccc ttcttgggga ggagttggcc 
480 

agcgcagcag cagccaggga ccgcaccata gccgaactac accgcagccg cctggaagtg 
540 

gctgaagtta acggcaggct ggctgagctc ggtttgcact tgaaggaaga aaaatgccaa 
600 

tggagcaagg agcgggcagg gctgctgcag agtgtggagg cagagaagga caagatcctg 
660 

aagctgagtg cagagatact tcgattggag aaggcagttc aggaggagaa gacccaaaac 
720 

caagtgttca agactgagct ggcccgggag aaggattcta gcctggtaca gttgtcagaa 
780 

agtaagcggg agctgacaga gctgcggtca gccctgcgtg tgctccagaa ggaaaaggag 
840 

cagttacagg aggagaaaca ggaattgcta gagtacatga gaaagctaga ggcccgcctg 
900 

gagaaggtgg cagatgagaa gtggaatgag gatgcpacca cagaggatga ggaggccgct 
960 

gtggggctga gctgcccggc agctctgaca gactcagagg acgagtcccc agaagacatg 
1020 

aggctcccac cctatggcct ttgtgagcgt ggagacccag gctcctctcc tgctgggcct 
1080 
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cgagaggctt ctccccttgt tgtcatcagc cagccggctc ccatttctcc tcacctctct 
1140 

gggccagctg aggacagtag ctctgactcg gaggctgaag atgagaagtc agtcctgatg 
1200 

gcagctgtgc agagtggggg tgaggaggcc aacttactgc ttcctgaact gggcagtgcc 
1260 

ttctatgaca tggccagtgg ctttacagtg ggtaccctgt cagaaaccag cactgggggc 
1320 

cctgccaccc ccacatggaa ggagtgtcct atctgtaagg agcgctttcc tgctgagagt 
1380 

gacaaggatg ccctggagga ccacatggat ggacacttct ttttcagcac ccaggacccc 
1440 

ttcacctttg agtgatctta ctccctcgta catgcacaaa tacacactca tgcacacaca 
1500 

cactcacaca catgcataca cttaggtttc atgcccattt tctatcacac tgggctccat 
1560 

gatattctgt tccctaagaa ctgcttctgt gtgccctgtt ttcatcccaa gatttctcac 
1620 

ttcatcctct cctacctggc tcttttgtcc cagggagggg tcctgttcgg aagcagtggc 
1680 

tgaatttatc ccctgaaagt ggttttggag gaaccgggat ggaggaggcc ttcccctgtg 
1740 

ggaatagaat cgtccactcc tagccctggt tgcttctgat acacagccac tgcacacaca 
1800 

cactcacact cacactccct tgtctgatgc cccaaagcca attcctgggg caccctaccc 
1860 

tctcttattt ggagtttccg ttggtttacc tgagttttct ctggggtctg cacagaggca 
1920 

gcagcatgga catcatggcc tctcaggtcc cttttggttc tcagtttcat tggttcctct 
1980 

ttctgttccc ccattgactt ctgtgcccca ccctagcctt ttccataacc ttaggtattc 
2040 

agtttggagg ggttttttgt atttttgagg attcctgtat tctgtatcct ctcctcgcat 
2100 

ctcctcacat ggaaagaaat aatgtatttg tgccttctgt gaggaatggg gggaacaagt 
2160 

ggtcccaggt atccccattt ccaaggcccc cctccctctc caggtccccc cacagcaata 
2220 

aaagcttccc cctgatatcc atccctttgt agtttgaaca aatatattta tatgatatgt 
2280 

aaaaaaaaaa aaaaaaaaaa 
2300 

<210> 3984 
<211> 484 
<212> PRT 

<213> Homo sapiens 
<400> 3984 

Xaa His Gly Glu lie Thr Glu Glu Arg Asp lie Leu Ser Arg Gin Gin 

1 5 10 15 

Gly Asp His Val Ala Arg lie Leu Glu Leu Glu Asp Asp lie Gin Thr 

20 25 30 

He Ser Glu Lys Val Leu Thr Lys Glu Val Glu Leu Asp Arg Leu Arg 
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35 40 45 

Asp Thr Val Lys Ala Leu Thr Arg Glu Gin Glu Lys Leu Leu Gly Gin 

50 55 60 

Leu Lys Glu Val Gin Ala Asp Lys Glu Gin Ser Glu Ala Glu Leu Gin 
65 70 75 80 

Val Ala Gin Gin Glu Asn His His Leu Asn Leu Asp Leu Lys Glu Ala 

85 " 90 95 

Lys Ser Trp Gin Glu Glu Gin Ser Ala Gin Ala Gin Arg Leu Lys Asp 

100 105 110 

Lys Val Ala Gin Met Lys Asp Thr Leu Gly Gin Ala Gin Gin Arg Val 

115 120 125 

Ala Glu Leu Glu Pro Leu Lys Glu Gin Leu Arg Gly Ala Gin Glu Leu 

130 135 140 

Ala Ala Ser Ser Gin Gin Lys Ala Thr Leu Leu Gly Glu Glu Leu Ala 
145 150 155 160 

Ser Ala Ala Ala Ala Arg Asp Arg Thr lie Ala Glu Leu His Arg Ser 

165 170 175 

Arg Leu Glu Val Ala Glu Val Asn Gly Arg Leu Ala Glu Leu Gly Leu 

180 185 190 

His Leu Lys Glu Glu Lys Cys Gin Trp Ser Lys Glu Arg Ala Gly Leu 

195 200 205 

Leu Gin Ser Val Glu Ala Glu Lys Asp Lys lie Leu Lys Leu Ser Ala 

210 215 220 

Glu lie Leu Arg Leu Glu Lys Ala Val Gin Glu Glu Lys Thr Gin Asn 
225 230 235 240 

Gin Val Phe Lys Thr Glu Leu Ala Arg Glu Lys Asp Ser Ser Leu Val 

245 250 255 

Gin Leu Ser Glu Ser Lys Arg Glu Leu Thr Glu Leu Arg Ser Ala Leu 

260 265 270 

Arg Val Leu Gin Lys Glu Lys Glu Gin Leu Gin Glu Glu Lys Gin Glu 

275 280 285 

Leu Leu Glu Tyr Met Arg Lys Leu Glu Ala Arg Leu Glu Lys Val Ala 

290 295 300 

Asp Glu Lys Trp Asn Glu Asp Ala Thr Thr Glu Asp Glu Glu Ala Ala 
305 310 315 320 

Val Gly Leu Ser Cys Pro Ala Ala Leu Thr Asp Ser Glu Asp Glu Ser 

325 330 335 

Pro Glu Asp Met Arg Leu Pro Pro Tyr Gly Leu Cys Glu Arg Gly Asp 

340 345 350 

Pro Gly Ser Ser Pro Ala Gly Pro Arg Glu Ala Ser Pro Leu Val Val 

355 360 365 

He Ser Gin Pro Ala Pro He Ser Pro His Leu Ser Gly Pro Ala Glu 

370 375 380 

Asp Ser Ser Ser Asp Ser Glu Ala Glu Asp Glu Lys Ser Val Leu Met 
385 390 395 400 

Ala Ala Val Gin Ser Gly Gly Glu Glu Ala Asn Leu Leu Leu Pro Glu 

405 410 415 

Leu Gly Ser Ala Phe Tyr Asp Met Ala Ser Gly Phe Thr Val Gly Thr 

420 425 430 

Leu Ser Glu Thr Ser Thr Gly Gly Pro Ala Thr Pro Thr Trp Lys Glu 

435 440 445 

Cys Pro He Cys Lys Glu Arg Phe Pro Ala Glu Ser Asp Lys Asp Ala 

450 455 460 

Leu Glu Asp His Met Asp Gly His Phe Phe Phe Ser Thr Gin Asp Pro 
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465 

Phe Thr Phe Glu 



470 



475 



480 



<210> 3985 

<211> 523 

<212> DNA 

<213> Homo sapiens 

<400> 3985 

nnaaatttgt cttcgtgtag tttacaaaca cttctacaac tgcttggctc aggtactgac 
60 

gactgatgat gtcattcacc tggactttca acataaatac agacaaagat ctggtcgttt 
120 

aaaagcggca cctcccactc tctctctctc ggtccttctt tctctgtgtg atgagcctgc 
180 

tccctctttg ccttctacta tgactggaag ctccctgagg cctcctcaga agcagatgct 
240 

gctatatttc ctgtacagcc tggaaccgtc aaggtggagg ttgccccagg cacctctgtc 
300 

ctctcctcct cagcctcctc cagctgcttt tgctgttgtt gttgttgttg ctgctgctgc 
360 

tgctgctgct gttggatgag gctgaggtcg gagcggctga gttccgctct ggcggccgcg 
420 

gggaccagcc gcgctttcag cagccccacg gccaggccga gaagcagggt gcaggggaca 
480 

cgccggcaga gcctcgccat ggcctagagc cagagggccg egg 
523 

<210> 3986 
<211> 110 
<212> PRT 

<213> Homo sapiens 
<400> 3986 

Ala Cys Ser Leu Phe Ala Phe Tyr Tyr Asp Trp Lys Leu Pro Glu Ala 

1 5 10 15 

Ser Ser Glu Ala Asp Ala Ala lie Phe Pro Val Gin Pro Gly Thr Val 

20 25 30 

Lys Val Glu Val Ala Pro Gly Thr Ser Val Leu Ser Ser Ser Ala Ser 

35 40 45 

Ser Ser Cys Phe Cys Cys Cys Cys Cys Cys Cys Cys Cys Cys Cys Cys 

50 55 60 

Cys Cys Trp Met Arg Leu Arg Ser Glu Arg Leu Ser Ser Ala Leu Ala 
65 70 75 80 

Ala Ala Gly Thr Ser Arg Ala Phe Ser Ser Pro Thr Ala Arg Pro Arg 

85 90 95 

Ser Arg Val Gin Gly Thr Arg Arg Gin Ser Leu Ala Met Ala 
100 105 HO 

<210> 3987 

<211> 5954 

<212> DNA 

<213> Homo sapiens 
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<400> 3987 

tattagcagt aattgatttg ccctgtatta tatttctgat gaataatcct ttacctcaag 
60 

cataattgtt ttcagccaaa atctagacag tatagtagtt cagagatagt aataagaatt 
120 

cagaattagg ttgccaccac taaattcact ctacttttta taaaaaaacc tttaaaagat 
180 

atcttaggaa attaaagggt tttttcttcc atttcttttt ttctttcttt cttttaaagt 
240 

tttttccccc ctttaactga aatgtggaat aaacatattt gtaaatttta cttattttag 
300 

gatggcagta taacacatca gatttctagg cctaatcctc caaattttgg tccaggcttt 
360 

gtcaatgatt cacagcgtaa gcagtatgaa gagtggctcc aggagaccca acagctgctt 
420 

caaatgcagc agaagtatct tgaagaacaa attggtgctc acagaaaatc taagaaggcc 
480 V 

ctttcagcta aacaacgtac tgccaagaaa gctgggcgtg aatttccaga ggaagatgca 
540 

gaacaactca agcatgttac tgaacagcaa agcatggttc agaaacagct agaacagatt 
600 

cgtaaacaac agaaagaaca tgctgaattg attgaagatt atcggatcaa acagcagcag 
660 

caatgtgcaa tggccccacc taccatgatg cccagtgtcc agccccagcc acccctaatt 
720 

ccaggtgcca ctccacccac catgagccaa cccacctttc ccatggtgcc acagcagctt 
780 

cagcaccagc agcacacaac agttatttct ggccatacta gccctgttag aatgcccagt 
840 

ttacctggat ggcaacccaa cagtgctcct gcccacctgc ccctcaatcc tcctagaatt 
900 

cagcccccaa ttgcccagtt accaataaaa acttgtacac cagccccagg gacagtctca 
960 

aatgcaaatc cacagagtgg accaccacct cgggtagaat ttgatgacaa caatcccttt 
1020 

agtgaaagtt ttcaagaacg ggaacgtaag gaacgtttac gagaaeagca agagagacaa 
1080 

cggatccaac tcatgcagga ggtagataga caaagagctt tgcagcagag gatggaaatg 
1140 

gagcagcatg gtatggtggg ctctgagata agtagtagta ggacatctgt gtcccagatt 
1200 

cccttctaca gttccgactt accttgtgat tttatgcaac ctctaggacc ccttcagcag 
1260 

tctccacaac accaacagca aatggggcag gttttacagc agcagaatat acaacaagga 
1320 

tcaattaatt caccctccac ccaaactttc atgcagacta atgagcgaag gcaggtaggc 
1380 

cctccttcat ttgttcctga ttcaccatca atccctgttg gaagcccaaa tttttcttct 
1440 

gtgaagcagg gacatggaaa tctttctggg accagcttcc agcagtcccc agtgaggcct 
1500 

tcttttacac ctgctttacc agcagcacct ccagtagcta atagcagtct cccatgtggc 
1560 
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caagattcta ctataaccca 
1620 

ttgtattctg atataatccc 
1680 

agagatgatg atgcagaatc 
1740 

ccaccgactc caggcatctc 
1800 

cttcctcaac aagccgacca 
1860 

gcagcaggcc agctatgtac 
1920 

gcaactccaa atcaacagac 
1980 

cctgccaaaa cagaagagat 
2040 

gaggagccta aattggagga 
2100 

cctgtctcct cagcacagag 
2160 

tcagggaatg aacttctgaa 
2220 

caaaaacctg agggcagtat 
2280 

gagaagcaga acccagctga 
2340 

ggatgtggca accagttgcc 
2400 

aaacggactc agaggacggg 
2460 

gaagaggaga aacaagctat 
2520 

aggcagctct ctctgctccc 
2580 

cttccttatg gcagtggcca 
2640 

gctaccctgg aaggggtttc 
2700 

agtaatcctc caacaccccc 
2760 

aagatggcca atggttttgc 
2820 

agccatgaag ttaccaaaac 
2880 

gacgacttgt tggcccgagc 
2940 

ctcccaacac cacctcataa 
3000 

cgagatactc. ctgacagttt 
3060 

gtgagcaggt atccagatct 
3120 

cccatcattc caattcttcc 
3180 



tggacacagt tatccgggat 
agaggaaaaa aaaaaaaaaa 
caccaaggct ccatcaactc 
agaaactacc tctactcctg 
agagtcggtg gaaccagtcg 
agaattagag aacaaactgc 
gtatgcaaat tcagaagtag 
aaaactggaa aaggctgaga 
acagaatggt agtaaggtag 
tcctccccat tctgctgggg 
acacttgttg aaaaataaaa 
ttgttcagaa gatgactgta 
aggactgcaa actttggggg 
aaaaacagat ggaggaagtg 
tgagaaagca gcacctcgct 
gtactctagc actgacacgt 
tctaatggaa ccaatcattg 
atttaatagt gggaatcgac 
ggactactat tctcagttga 
tgcctctctt cctcctacac 
aacaactgaa gaacttgctg 
tctaggacct aaaccatttc 
tcttgctcag ggccccaaga 
caatcaggaa gaattaagga 
tgttccctca tcctctcctg 
gtcattggtc aaggaggagc 
tagcactgct gggaaaagtt 



caacccaatc gctcattcag 
aaagaacaag aaagaagaaa 
cccattcaga tataactgcc 
cagtgagcac acccagtgag 
gcccatccac tcccaatatg 
ccaatagtga tttctcacaa 
acaagctctc catggaaacc 
cagagtcctg cccaggccaa 
aaggaaacgc tgtagcctgt 
cccctgctgc caaaggagac 
agtcatcttc tcttttgaat 
caaaggataa taaactagtt 
ctcaaatgca aggtggtttt 
aaaccaagaa acagcgaagc 
caaagaaaag gaaaaaggac 
ttacccactt gaaacaggtg 
gagtgaactt tgcgcacttt 
ttctaggaac ttttggcagt 
tctacaagca gaataattta 
cacctcctat ggcttgtcag 
gaaaagccgg agtgttagtg 
agctgccctt cagaccccag 
cagttgatgt gccagcctcc 
tacaggatca ctgtggtgat 
agagtgtggt tggggtagaa 
ctccagaacc ggtgccgtcc 
cagaatcaag aaggaatgac 
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atcaaaactg agccaggcac tttatatttt gcgtcacctt ttggtccttc cccaaatggt 
3240 

cccagatcag gtcttatatc tgtagcaatt actctgcatc ctacagctgc tgagaacatt 
3300 

agcagtgttg tggctgcatt ttccgacctt cttcacgtcc gaatccctaa cagctatgag 
3360 

gttagcagtg ctccagatgt cccatccatg ggtttggtca gtagccacag aatcaacccg 
3420 

ggtttggagt atcgacagca tttacttctc cgtgggcctc cgccaggatc tgcaaaccct 
3480 

cccagattag tgagctctta ccggctgaag cagcctaatg taccatttcc tccaacaagc 
3540 

aatggtcttt ctggatataa ggattctagt catggtattg cagaaagcgc agcactcaga 
3600 

ccacagtggt gttgtcattg taaagtggtt attcttggaa gtggtgtgcg gaaatctttc 
3660 

aaagatctga cccttttgaa caaggattcc cgagaaagca ccaagagggt agagaaggac 
3720 

attgtcttct gtagtaataa ctgctttatt ctttattcat caactgcaca agcgaaaaac 
3780 

tcagaaaaca aggaatccat tccttcattg ccacaatcac ctatgagaga aacgccttcc 
3840 

aaagcatttc atcagtacag caacaacatc tccactttgg atgtgcactg tctcccccag 
3900 

ctcccagaga aagcttctcc ccctgcctca ccacccatcg ccttccctcc tgcttttgaa 
3960 

gcagcccaag tcgaggccaa gccagatgag ctgaaggtga cagtcaagct gaagcctcgg 
4020 

ctaagagctg tccatggtgg gtttgaagat tgcaggccgc tcaataaaaa atggagagga 
4080 

atgaaatgga agaagtggag cattcatatt gtaatcccta aggggacatt taaaccacct 
4140 

tgtgaggatg aaatagatga atttctaaag aaattgggca cttcccttaa acctgatcct 
4200 

gtgcccaaag actatcggaa atgttgcttt tgtcatgaag aaggtgatgg attgacagat 
4260 

ggaccagcaa ggctactcaa ccttgacttg gatctgtggg tccacttgaa ctgcgctctg 
4320 

tggtccacgg aggtctatga gactcaggct ggtgccttaa taaatgtgga gctagctctg 
4380 

a 99 a 9 a 99 c c tacaaatgaa atgtgtcttc tgtcacaaga cgggtgccac tagtggatgc 
4440 

cacagatttc gatgcaccaa catttatcac ttcacttgcg ccattaaagc acaatgcatg 
4500 

ttttttaagg acaaaactat gctttgcccc atgcacaaac caaagggaat tcatgagcaa 
4560 

gaattaagtt actttgcagt cttcaggagg gtctatgttc agcgtgatga ggtgcgacag 
4620 

attgctagca tcgtgcaacg aggagaacgg gaccatacct ttcgcgtggg tagcctcatc 
4680 

ttccacacaa ttggtcagct gcttccacag cagatgcaag cattccattc tcctaaagca 
4/40 

ctcttccctg tgggctatga agccagccgg ctgtactgga gcactcgcta tgccaatagg 
4800 
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cgctgccgct acctgtgctc cattgaggag aaggatgggc gcccagtgtt tgtcatcagg 
4860 

attgtggaac aaggccatga agacctggtt ctaagtgaca tctcacctaa aggtgtctgg 
4920 

gataagattt tggagcctgt ggcatgtgtg agaaaaaagt ctgaaatgct ccagcttttc 
4980 

ccagcgtatt taaaaggaga ggatctgttt ggcctgaccg tctctgcagt ggcacgcata 
5040 

gcggaatcac ttcctggggt tgaggcatgt gaaaattata ccttccgata cggccgaaat 
5100 

cctctcatgg aacttcctct tgccgttaac cccacaggtt gtgcccgttc tgaacctaaa 
5160 

atgagtgccc atgtcaagag gtttgtgtta aggcctcaca ccttaaacag caccagcacc 
5220 

tcaaagtcat ttcagagcac agtcactgga gaactgaacg caccttatag taaacagttt 
5280 

gttcactcca agtcatcgca gtaccggaag atgaaaactg aatggaaatc caatgtgtat 
5340 

ctggcacggt ctcggattca ggggctgggc ctgtatgctg ctcgagacat tgagaaacac 
5400 

accatggtca ttgagtacat cgggactatc attcgaaacg aagtagccaa caggaaagag 
5460 

aagctttatg agtctcagaa ccgtggtgtg tacatgttcc gcatggataa cgaccatgtg 
5520 

attgacgcga cgctcacagg agggcccgca aggtatatca accattcgtg tgcacctaat 
5580 

tgtgtggctg aagtggtgac ttttgagaga ggacacaaaa ttatcatcag ctccagtcgg 
5640 

agaatccaga aaggagaaga gctctgctat gactataagt ttgactttga agatgaccag 
5700 

cacaagattc cgtgtcactg tggagctgtg aactgccgga agtggatgaa ctgaaatgca 
5760 

ttccttgcta gctcagcggg cggcttgtcc ctaggaagag gcgattcaac acaccattgg 
5820 

aattttgcag acagaaagag atttttgttt tctgttttat gactttttga aaaagcttct 
5880 

gggagttctg atttcctcag tcctttaggt taaagcagcg ccaggaggaa gctgacagaa 
5940 

gcagcgttcc tgaa 
5954 

<210> 3988 
<211> 1817 
<212> PRT 

<213> Homo sapiens 
<400> 3988 

Asp Gly Ser He Thr His Gin lie Ser Arg Pro Asn Pro Pro Asn Phe 

1 5 10 15 

Gly Pro Gly Phe Val Asn Asp Ser Gin Arg Lys Gin Tyr Glu Glu Trp 

20 25 30 

Leu Gin Glu Thr Gin Gin Leu Leu Gin Met Gin Gin Lys Tyr Leu Glu 

35 40 45 

Glu Gin lie Gly Ala His Arg Lys Ser Lys Lys Ala Leu Ser Ala Lys 
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50 55 60 

Gin Arg Thr Ala Lys Lys Ala Gly Arg Glu Phe Pro Glu Glu Asp Ala 
65 70 75 80 

Glu Gin Leu Lys His Val Thr Glu Gin Gin Ser Met Val Gin Lys Gin 

85 90 95 

Leu Glu Gin lie Arg Lys Gin Gin Lys Glu His Ala Glu Leu lie Glu 

100 , 105 110 

Asp Tyr Arg lie Lys Gin Gin Gin Gin Cys Ala Met Ala Pro Pro Thr 

115 120 125 

Met Met Pro Ser Val Gin Pro Gin Pro Pro Leu lie Pro Gly Ala Thr 

130 135 140 

Pro Pro Thr Met Ser Gin Pro Thr Phe Pro Met Val Pro Gin Gin Leu 
145 150 155 160 

Gin His Gin Gin His Thr Thr Val lie Ser Gly His Thr Ser Pro Val 

165 170 175 

Arg Met Pro Ser Leu Pro Gly Trp Gin Pro Asn Ser Ala Pro Ala His 

180 185 190 

Leu Pro Leu Asn Pro Pro Arg lie Gin Pro Pro lie Ala Gin Leu Pro 

195 200 205 

lie Lys Thr Cys Thr Pro Ala Pro Gly Thr Val Ser Asn Ala Asn Pro 

210 215 220 

Gin Ser Gly Pro Pro Pro Arg Val Glu Phe Asp Asp Asn Asn Pro Phe 
225 230 235 240 

Ser Glu Ser Phe Gin Glu Arg Glu Arg Lys Glu Arg Leu Arg Glu Gin 

245 250 255 

Gin Glu Arg Gin Arg lie Gin Leu Met Gin Glu Val Asp Arg Gin Arg 

260 265 270 

Ala Leu Gin Gin Arg Met Glu Met Glu Gin His Gly Met Val Gly Ser 

275 280 285 

Glu lie Ser Ser Ser Arg Thr Ser Val Ser Gin lie Pro Phe Tyr Ser 

290 295 300 

Ser Asp Leu Pro Cys Asp Phe Met Gin Pro Leu Gly Pro Leu Gin Gin 
305 310 315 320 

Ser Pro Gin His Gin Gin Gin Met Gly Gin Val Leu Gin Gin Gin Asn 

325 330 335 

lie Gin Gin Gly Ser lie Asn Ser Pro Ser Thr Gin Thr Phe Met Gin 

340 345 350 

Thr Asn Glu Arg Arg Gin Val Gly Pro Pro Ser Phe Val Pro Asp Ser 

355 360 365 

Pro Ser lie Pro Val Gly Ser Pro Asn Phe Ser Ser Val Lys Gin Gly 

370 375 380 

His Gly Asn Leu Ser Gly Thr Ser Phe Gin Gin Ser Pro Val Arg Pro 
385 390 395 400 

Ser Phe Thr Pro Ala Leu Pro Ala Ala Pro Pro Val Ala Asn Ser Ser 

405 410 415 

Leu Pro Cys Gly Gin Asp Ser Thr He Thr His Gly His Ser Tyr Pro 

420 425 430 

Gly Ser Thr Gin Ser Leu He Gin Leu Tyr Ser Asp He He Pro Glu 

435 440 445 

Glu Lys Lys Lys Lys Lys Arg Thr Arg Lys Lys Lys Arg Asp Asp Asp 

450 455 460 

Ala Glu Ser Thr Lys Ala Pro Ser Thr Pro His Ser Asp He Thr Ala 
465 470 475 480 

Pro Pro Thr Pro Gly lie Ser Glu Thr Thr Ser Thr Pro Ala Val Ser 
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Thr Pro Ser Glu 
500 

Val Gly Pro Ser 
515 

Leu Glu Asn Lys 
530 

Gin Gin Thr Tyr 
545 

Pro Ala Lys Thr 

Cys Pro Gly Gin 
580 

Val Glu Gly Asn 

595 

Pro His Ser Ala 
610 

Leu Leu Lys His 
625 

Gin Lys Pro Glu 

Asn Lys Leu Val 
660 

Gly Ala Gin Met 
675 

Thr Asp Gly Gly 
690 

Arg Thr Gly Glu 
705 

Glu Glu Glu Lys 

Leu Lys Gin Val 
740 

He Gly Val Asn 
755 

Asn Ser Gly Asn 
770 

Gly Val Ser Asp 
785 

Ser Asn Pro Pro 

Met Ala Cys Gin 
820 

Ala Gly Lys Ala 
835 

Gly Pro Lys Pro 
850 

Ala Arg Ala Leu 
865 

Leu Pro Thr Pro 

His Cys Gly Asp 
900 

Pro Glu Ser Val 



485 

Leu Pro Gin Gin 

Thr Pro Asn Met 
520 

Leu Pro Asn Ser 
535 

Ala Asn Ser Glu 
550 

Glu Glu He Lys 
S65 

Glu Glu Pro Lys 

Ala Val Ala Cys 
600 

Gly Ala Pro Ala 
615 

Leu Leu Lys Asn 
630 

Gly Ser He Cys 
645 

Glu Lys Gin Asn 

Gin Gly Gly Phe 
680 

Ser Glu Thr Lys 
695 

Lys Ala Ala Pro 
710 

Gin Ala Met Tyr 
725 

Arg Gin Leu Ser 

Phe Ala His Phe 
760 

Arg Leu Leu Gly 
775 

Tyr Tyr Ser Gin 
790 

Thr Pro Pro Ala 
805 

Lys Met Ala Asn 

Gly Val Leu Val 
840 

Phe Gin Leu Pro 
855 

Ala Gin Gly Pro 
870 

Pro His Asn Asn 
885 

Arg Asp Thr Pro 
Val Gly Val Glu 



490 

Ala Asp Gin Glu 
505 

Ala Ala Gly Gin 

Asp Phe Ser Gin 
540 

Val Asp Lys Leu 
555 

Leu Glu Lys Ala 
570 

Leu Glu Glu Gin 
585 

Pro Val Ser Ser 

Ala Lys Gly Asp 
620 

Lys Lys Ser Ser 
635 

Ser Glu Asp Asp 
650 

Pro Ala Glu Gly 
665 

Gly Cys Gly Asn 

Lys Gin Arg Ser 
700 

Arg Ser Lys Lys 
715 

Ser Ser Thr Asp 
730 

Leu Leu Pro Leu 
745 

Leu Pro Tyr Gly 

Thr Phe Gly Ser 
780 

Leu He Tyr Lys 
795 

Ser Leu Pro Pro 
810 

Gly Phe Ala Thr 
825 

Ser His Glu Val 

Phe Arg Pro Gin 
860 

Lys Thr Val Asp 
875 

Gin Glu Glu Leu 
890 

Asp Ser Phe Val 
905 

Val Ser Arg Tyr 



495 

Ser Val Glu Pro 
510 

Leu Cys Thr Glu 
525 

Ala Thr Pro Asn 

Ser Met Glu Thr 
560 

Glu Thr Glu Ser 
575 

Asn Gly Ser Lys 
590 

Ala Gin Ser Pro 
605 

Ser Gly Asn Glu 

Ser Leu Leu Asn 
640 

Cys Thr Lys Asp 
655 

Leu Gin Thr Leu 
670 

Gin Leu Pro Lys 
685 

Lys Arg Thr Gin 

Arg Lys Lys Asp 
720 

Thr Phe Thr His 
735 

Met Glu Pro He 
750 

Ser Gly Gin Phe 
765 

Ala Thr Leu Glu 

Gin Asn Asn Leu 
800 

Thr Pro Pro Pro 
815 

Thr Glu Glu Leu 
830 

Thr Lys Thr Leu 
845 

Asp Asp Leu Leu 

Val Pro Ala Ser 
880 

Arg He Gin Asp 
895 

Pro Ser Ser Ser 
910 

Pro Asp Leu Ser 
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915 920 925 

Leu Val Lys Glu Glu Pro Pro Glu Pro Val Pro Ser Pro lie He Pro 

930 935 940 

He Leu Pro Ser Thr Ala Gly Lys Ser Ser Glu Ser Arg Arg Asn Asp 
945 950 955 960 

He Lys Thr Glu Pro Gly Thr Leu Tyr Phe Ala Ser Pro Phe Gly Pro 

965 970 975 

Ser Pro Asn Gly Pro Arg Ser Gly Leu He Ser Val Ala He Thr Leu 

980 985 990 

His Pro Thr Ala Ala Glu Asn lie Ser Ser Val Val Ala Ala Phe Ser 

995 1000 1005 

Asp Leu Leu His Val Arg He Pro Asn Ser Tyr Glu Val Ser Ser Ala 

1010 1015 1020 

Pro Asp Val Pro Ser Met Gly Leu Val Ser Ser His Arg He Asn Pro 
1025 1030 1035 1040 

Gly Leu Glu Tyr Arg Gin His Leu Leu Leu Arg Gly Pro Pro Pro Gly 

1045 1050 1055 

Ser Ala Asn Pro Pro Arg Leu Val Ser Ser Tyr Arg Leu Lys Gin Pro 

1060 1065 . 1070 

Asn Val Pro Phe Pro Pro Thr Ser Asn Gly Leu Ser Gly Tyr Lys Asp 

1075 1080 1085 

Ser Ser His Gly lie Ala Glu Ser Ala Ala Leu Arg Pro Gin Trp Cys 

1090 1095 1100 

Cys His Cys Lys Val Val He Leu Gly Ser Gly Val Arg Lys Ser Phe 
1105 1110 1115 1120 

Lys Asp Leu Thr Leu Leu Asn Lys Asp Ser Arg Glu Ser Thr Lys Arg 

1125 1130 1135 

Val Glu Lys Asp He Val Phe Cys Ser Asn Asn Cys Phe lie Leu Tyr 

1140 1145 1150 

Ser Ser Thr Ala Gin Ala Lys Asn Ser Glu Asn Lys Glu Ser lie Pro 

1155 1160 1165 

Ser Leu Pro Gin Ser Pro Met Arg Glu Thr Pro Ser Lys Ala Phe His 

1170 1175 1180 

Gin Tyr Ser Asn Asn lie Ser Thr Leu Asp Val His Cys Leu Pro Gin 
1185 1190 1195 1200 

Leu Pro Glu Lys Ala Ser Pro Pro Ala Ser Pro Pro He Ala Phe Pro 

1205 1210 1215 

Pro Ala Phe Glu Ala Ala Gin Val Glu Ala Lys Pro Asp Glu Leu Lys 

1220 1225 1230 

Val Thr Val Lys Leu Lys Pro Arg Leu Arg Ala Val His Gly Gly Phe 

1235 1240 1245 

Glu Asp Cys Arg Pro Leu Asn Lys Lys Trp Arg Gly Met Lys Trp Lys 

1250 1255 1260 

Lys Trp Ser He His lie Val He Pro Lys Gly Thr Phe Lys Pro Pro 
1265 1270 1275 1280 

Cys Glu Asp Glu He Asp Glu Phe Leu Lys Lys Leu Gly Thr Ser Leu 

1285 1290 1295 

Lys Pro Asp Pro Val Pro Lys Asp Tyr Arg Lys Cys Cys Phe Cys His 

1300 1305 1310 

Glu Glu Gly Asp Gly Leu Thr Asp Gly Pro Ala Arg Leu Leu Asn Leu 

1315 1320 1325 

Asp Leu Asp Leu Trp Val His Leu Asn Cys Ala Leu Trp Ser Thr Glu 

1330 1335 1340 

Val Tyr Glu Thr Gin Ala Gly Ala Leu He Asn Val Glu Leu Ala Leu 
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1345 1350 1355 1360 

Arg Arg Gly Leu Gin Met Lys Cys Val Phe Cys His Lys Thr Gly Ala 

1365 1370 1375 

Thr Ser Gly Cys His Arg Phe Arg Cys Thr Asn lie Tyr His Phe Thr 

1380 1385 1390 

Cys Ala lie Lys Ala Gin Cys Met Phe Phe Lys Asp Lys Thr Met Leu 

1395 1400 1405 

Cys Pro Met His Lys Pro Lys Gly lie His Glu Gin Glu Leu Ser Tyr 

1410 1415 1420 

Phe Ala Val Phe Arg Arg Val Tyr Val Gin Arg Asp Glu Val Arg Gin 
1425 1430 1435 1440 

lie Ala Ser lie Val Gin Arg Gly Glu Arg Asp His Thr Phe Arg Val 

1445 1450 1455 

Gly Ser Leu lie Phe His Thr lie Gly Gin Leu Leu Pro Gin Gin Met 

1460 1465 1470 

Gin Ala Phe His Ser Pro Lys Ala Leu Phe Pro Val Gly Tyr Glu Ala 

1475 1480 1485 

Ser Arg Leu Tyr Trp Ser Thr Arg Tyr Ala Asn Arg Arg Cys Arg Tyr 

1490 1495 1500 

Leu Cys Ser He Glu Glu Lys Asp Gly Arg Pro Val Phe Val He Arg 
1505 1510 1515 1520 

lie Val Glu Gin Gly His Glu Asp Leu Val Leu Ser Asp He Ser Pro 

1525 1530 1535 

Lys Gly Val Trp Asp Lys He Leu Glu Pro Val Ala Cys Val Arg Lys 

1540 1545 1550 

Lys Ser Glu Met Leu Gin Leu Phe Pro Ala Tyr Leu Lys Gly Glu Asp 

1555 1560 1565 

Leu Phe Gly Leu Thr Val Ser Ala Val Ala Arg He Ala Glu Ser Leu 

1570 1575 1580 

Pro Gly Val Glu Ala Cys Glu Asn Tyr Thr Phe Arg Tyr Gly Arg Asn 
1585 1590 1595 1600 

Pro Leu Met Glu Leu Pro Leu Ala Val Asn Pro Thr Gly Cys Ala Arg 

1605 1610 1615 

Ser Glu Pro Lys Met Ser Ala His Val Lys Arg Phe Val Leu Arg Pro 

1620 1625 1630 

His Thr Leu Asn Ser Thr Ser Thr Ser Lys Ser Phe Gin Ser Thr Val 

1635 1640 1645 

Thr Gly Glu Leu Asn Ala Pro Tyr Ser Lys Gin Phe Val His Ser Lys 

1650 1 1655 1660 

Ser Ser Gin Tyr Arg Lys Met Lys Thr Glu Trp Lys Ser Asn Val Tyr 
1665 1670 1675 1680 

Leu Ala Arg Ser Arg He Gin Gly Leu Gly Leu Tyr Ala Ala Arg Asp 

1685 1690 1695 

lie Glu Lys His Thr Met Val He Glu Tyr He Gly Thr lie He Arg 

1700 1705 1710 

Asn Glu Val Ala Asn Arg Lys Glu Lys Leu Tyr Glu Ser Gin Asn Arg 

1715 1720 1725 

Gly Val Tyr Met Phe Arg Met Asp Asn Asp His Val He Asp Ala Thr 

1730 1735 1740 

Leu Thr Gly Gly Pro Ala Arg Tyr He Asn His Ser Cys Ala Pro Asn 
1745 1750 1755 1760 

Cys Val Ala Glu Val Val Thr Phe Glu Arg Gly His Lys lie He lie 

1765 1770 1775 

Ser Ser Ser Arg Arg lie Gin Lys Gly Glu Glu Leu Cys Tyr Asp Tyr 
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1780 1785 1790 

Lys Phe Asp Phe Glu Asp Asp Gin His Lys lie Pro Cys His Cys Gly 

1795 1800 1805 

Ala Val Asn Cys Arg Lys Trp Met Asn 
1810 1815 

<210> 3989 
<211> 4522 
<212> DNA 

<213> Homo sapiens 
<400> 3989 

nnggcacgag cgaggttcgg gctggttgtt ccgttgcgag ctgcagctgc gatctctgtg 
60 

gtaggcccag aagtgtatgc tgacttgtaa agtgaagaag ccagtggtgc tgcgggtgtt 
120 

cttttggggt agtgtctggg atccagtacg agttgaatca ttgttcaaat aaggtgtaat 
180 

tgaaaagtga tcctctcttc agagatgtca aaaacaaaca aatccaagtc tggatctcgc 
240 

tcttctcgct caagatctgc atcaagatct cgttctcgtt cattttcgaa gtctcggtcc 
300 

cgaagccgat ctctctctcg ttcaaggaag cgcaggctga gttctaggtc tcgttccaga 
360 

tcatattctc cagctcataa cagagaaaga aaccacccaa gagtatatca gaatcgggat 
420 

ttccgaggtc acaacagagg ctatagaagg ccctattatt tccgtgggcg taacagaggc 
480 

ttttatccat ggggccaata taaccgagga ggctatggaa actaccgctc aaattggcag 
540 

aattaccggc aagcatacag tcctcgtcga ggccgttcaa gatcccggtc cccaaagaga 
600 1 

aggtcccctt caccaaggtc caggagccat tctagaaact ctgataagtc gtcttctgac 
660 

cggtcaaggc gctcctcatc ctcccgttct tcctccaacc atagccgagt tgaatcttct 
720 

aagcgcaagt ctgcaaagga gaaaaagtcc tcttctaagg atagccggcc atctcaggct 
780 

^ccggggata accagggaga tgaggtcaag gagcagacat tctctggagg cacctctcaa 
840 

gatacaaaag catctgagag ctcgaagcca tggccagatg ccacctacgg cactggttct 
900 

gcatcacggg cctcagcagt ttctgagctg agtcctcggg agcgaagccc agctctcaaa 
960 

agccccctcc agtctgtggt ggtgaggcgg cggtcacccc gtcctagccc cgtgccaaaa 
1020 

cctagtcctc cactttccag cacatcccag atgggctcaa ctctgccgag tggtgccggg 
1080 

tatcagtctg ggacacacca aggtcagttc gaccatggtt ctgggtccct gagtccatcc 
1140 

aaaaagagcc ctgtgggtaa gagtccacca tccactggct ccacatatgg ctcatctcag 
1200 

aaggaggaga gtgctgcttc aggaggagca gcctatacaa agaggtatct agaagagcag 
1260 
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aagacagaga atggaaaaga taaggaacag 
1320 

aaagagaaag ggagcttctc tgacacaggc 
1380 

tttgctccca aaactgattc tgagaagcct 

1440 

aagctccgag atgactttga gaagaagatg 
1500 

caagataagg acaaagctaa gggaagaaag 
1560 

atgtctaaag tcataggtgc aaacaaaaac 
1620 

ggcctggtat atgcacctcc agggaaggaa 
1680 

gagtctttcc cagagagatc caaaaaggaa 
,1740 

aggggctttg tgcctgagaa gaatttccga 
1800 

agctcatcac ctcccccaag aaagacctct 
1860 

gattttccca caggaaagtc ttccttttcc 
1920 

atggactctt ttgatgagga cctcgcacga 
1980 

ctttgccgag atctagtcca tagcaacaaa 
2040 

cacatacaat cagctcagtc tcagcgtagc 
2100 

accattgttc accatgttaa agagcatcac 
2160 

cgctttacta aatacctaaa gagaggaact 
2220 

ccagagatac acaggagaat agacatttcc 
2280 

catgatgaaa tgaaaagtcc ccgggaacct 
2340 

gatcctgttg atctccgcct tgatattgaa 
2400 

aaacgaggta aatcgagaga atcagtggat 
2460 

tcagctgaaa aaacagagaa aactcataaa 
2520 

gcaagagaca ggtccagatc ctcctcctct 
2580 

gaagagtaca ctgaagagac agaggaaaga 
2640 

agactgggga ccaaagactt tgtgggtcca 
2700 

acctttcagt ttcgagccag aggaagaggc 
2760 

aacaacaaca gcaacaacga ttttcaaaaa 
2820 

tacacaccca aaagcaagaa gtattacttg 
2880 



aaacaaacaa ataccgataa agaaaaaata 
ttgggtgatg gaaaaatgaa atctgattct 
tttcggggca gtcagtctcc caaaaggtat 
gctgacttcc acaaggagga gatggatgat 
gaatctgagt ttgatgatga acccaaattt 
caggaggagg agaagtcagg caaatgggag 
aagcagagaa aaacagagga gctggaggag 
gatcggggca agagaagcga aggtgggcac 
gtgactgctt ataaagcagt ccaggagaaa 
gagagccgag acaagctggg agcgaaagga 
attactcgag aggcacaggt caatgtccgg 
cccagtggct tattggctca ggaacgcaag 
aaggaacagg agtttcgttc cattttccag 
ccctcagaac tgtttgccca acatatagtg 
tttgggtcct caggaatgac attacatgaa 
gagcaggagg cagccaaaaa caagaaaagc 
cccagtacat tcagaaaaca tggtttggct 
ggctacaagg ctgagggaaa atacaaagat 
cgtcgtaaaa aacataagga gagagatctt 
tcccgagact ccagtcactc aagggaaagg 
ggatcaaaga aacagaagaa gcatcggaga 
tcctcccagt catctcactc ctacaaagca 
gaggagagca ccacgggctt tgacaaatca 
agtgaaagag gaggtggcag agctcgagga 
tggggcagag gcaactactc tgggaacaat 
agaaaccggg aagaggagtg ggacccagag 
catgatgacc gtgaaggcga aggcagtgac 
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aagtgggtga gccggggccg 
2940 

ttccggaaat caagtaccag 
3000 

gagattgaag acgacgagag 
3060 

acaaccgagt aggggccacc 
3120 

gatggctggt gaggagctta 
3180 

ccccccacca gccgcacaga 
3240 

tggacagagg aggctggcca 
3300 

acgcattggg ctttagctgt 
3360 

ggcgggagag tgatgcttgg 
3420 

t teat t teat ttggagctaa 
3480 

ctgattttaa aagccccctc 
3540 

aatattagaa acatttaatt 
3600 

gaataaactt tgaagtgttc 
3660 

ccggttttgt atgtcaagga 
3720 

ctgcgcagcc atgtatcacg 
3780 

tatttcctga tttcttctgg 
3840 

aaactttcta gtcctgctga 
3900 

gtctgttttc taagaaactt 
3960 

aatatttttt attaatcttt 
4020 

gtggttatgg ctgggtggtt 
4080 

tttaacctta agctgtttaa 
4140 

aaaatgggtc cttgtgcttg 
4200 

atttatgcat atgttatatg 
4260 

ggttgttgtg ctgctttccc 
4320 

gaatgattca tgtttagggg 
4380 

tgcaaataaa ataaatgaag 

4440 

cagcagaatt ttttttcttt 
4500 



gggccgagga gcctttcctc 
ccccaagtgg gcccatgaca 
tgggacagag aaccgagaag 
cttgacggga ttcctgccca 
acagaggaac ctcaagaaga 
ttgtactacc gcgagaggca 
tggggcccag gggtcaggcc 
ttttctcatt tgttggtgtg 
atttttgttt cctattagaa 
gatgactaat ttgatgattt 
cttttttttt tttttttttc 
tgggaaactt tgattcttga 
acctcagttt gggaccaaac 
ggagtttaag gcctttccga 
tggagttgct ccttaccaca 
gctggacttc cccgttctcc 
tcctcccagc aacggggtgg 
atgaattcta ttatctttac 
ttataaaatg aaaagaaact 
caggggtttt tttgggtttc 
gttgaagcat tctcagatgt 
ccttctgggg aggcggtcct 
cggactgcac ccacctctcc 
cttactttgc tacatttcta 
gaaaatgaaa atctccctta 
tggcagatgt aaaaaaaaaa 
aagtagactg acaaacagat 



ggggtcgggg ccggttcatg 
agttcagtgg ggaggaaggg 
agaaggacaa tatacagccc 
ggggagagag gcgctgggaa 
ttctgaaaat cctaccccca 
tccctggcgc tgtctcccac 
cagcttttga gcagaataca 
tggggtgggg gcaagggtag 
accaacagtt ttgttctaat 
tcgatctctt ttcccctgtc 
tttttttagg catatgtagt 
aagagaaaac aaaagcatgt 
tgcttggatc tttgtaaaaa 
ccaccttgtg ttcccctttt 
cctcacgtgc ccctgagccc 
accagcagct ccagtatccc 
aaactggagg gcagtgtctg 
aaatatgaga aaattttttc 
cctatgatcg attaaggaag 
tttttttttt tctttgtctt 
ttggggggaa acatcctctt 
gagcaggtga atcataaggc 
cccccagcct ttgcctcttg 
tagttaagtt ggttttactt 
aaatttgttt caactcctcc 
aaagagaaga gaagagatcc 
tgtttctgcc tctgctgctg 
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ccaggtgccc atgaaaaagt gg 
4522 

<210> 3990 
<211> 955 
<212> PRT 

<213> Homo sapiens 
<400> 3990 

Met Ser Lys Thr Asn Lys Ser Lys Ser Gly Ser Arg Ser Ser Arg Ser 

1 5 10 15 

Arg Ser Ala Ser Arg Ser Arg Ser Arg Ser Phe Ser Lys Ser Arg Ser 

20 25 30 

Arg Ser Arg Ser Leu Ser Arg Ser Arg Lys Arg Arg Leu Ser Ser Arg 

35 40 45 

Ser Arg Ser Arg Ser Tyr Ser Pro Ala His Asn Arg Glu Arg Asn His 

50 55 60 

Pro Arg Val Tyr Gin Asn Arg Asp Phe Arg Gly His Asn Arg Gly Tyr 
65 70 75 80 

Arg Arg Pro Tyr Tyr Phe Arg Gly Arg Asn Arg Gly Phe Tyr Pro Trp 

85 90 95 

Gly Gin Tyr Asn Arg Gly Gly Tyr Gly Asn Tyr Arg Ser Asn Trp Gin 

100 105 110 

Asn Tyr Arg Gin Ala Tyr Ser Pro Arg Arg Gly Arg Ser Arg Ser Arg 

115 120 125 

Ser Pro Lys Arg Arg Ser Pro Ser Pro Arg Ser Arg Ser His Ser Arg 

130 135 140 

Asn Ser Asp Lys Ser Ser Ser Asp Arg Ser Arg Arg Ser Ser Ser Ser 
145 150 155 160 

Arg Ser Ser Ser Asn His Ser Arg Val Glu Ser Ser Lys Arg Lys Ser 

165 170 175 

Ala Lys Glu Lys Lys Ser Ser Ser Lys Asp Ser Arg Pro Ser Gin Ala 

. 180 185 190 

Ala Gly Asp Asn Gin Gly Asp Glu Val Lys Glu Gin Thr Phe Ser Gly 

195 200 205 

Gly Thr Ser Gin Asp Thr Lys Ala Ser Glu Ser Ser Lys Pro Trp Pro 

210 215 220 

Asp Ala Thr Tyr Gly Thr Gly Ser Ala Ser Arg Ala Ser Ala Val Ser 
225 230 235 240 

Glu Leu Ser Pro Arg Glu Arg Ser Pro Ala Leu Lys Ser Pro Leu Gin 

245 250 255 

Ser Val Val Val Arg Arg Arg Ser Pro Arg Pro Ser Pro Val Pro Lys 

260 265 270 

Pro Ser Pro Pro Leu Ser Ser Thr Ser Gin Met Gly Ser Thr Leu Pro 

275 280 285 

Ser Gly Ala Gly Tyr Gin Ser Gly Thr His Gin Gly Gin Phe Asp His 

290 295 300 

Gly Ser Gly Ser Leu Ser Pro Ser Lys Lys Ser Pro Val Gly Lys Ser 
305 310 315 320 

Pro Pro Ser Thr Gly Ser Thr Tyr Gly Ser Ser Gin Lys Glu Glu Ser 

325 330 335 

Ala Ala Ser Gly Gly Ala Ala Tyr Thr Lys Arg Tyr Leu Glu Glu Gin 

340 345 350 

Lys Thr Glu Asn Gly Lys Asp Lys Glu Gin Lys Gin Thr Asn Thr Asp 
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355 360 365 

Lys Glu Lys lie Lys Glu Lys Gly Ser Phe Ser Asp Thr Gly Leu Gly 

370 375 380 

Asp Gly Lys Met Lys Ser Asp Ser Phe Ala Pro Lys Thr Asp Ser Glu 
385 390 395 400 

Lys Pro Phe Arg Gly Ser Gin Ser Pro Lys Arg Tyr Lys Leu Arg Asp 

405 410 415 

Asp Phe Glu Lys Lys Met Ala Asp Phe His Lys Glu Glu Met Asp Asp 

420 425 430 

Gin Asp Lys Asp Lys Ala Lys Gly Arg Lys Glu Ser Glu Phe Asp Asp 

435 440 445 

Glu Pro Lys Phe Met Ser Lys Val He Gly Ala Asn Lys Asn Gin Glu 

450 455 460 

Glu Glu Lys Ser Gly Lys Trp Glu Gly Leu Val Tyr Ala Pro Pro Gly 
465 470 475 480 

Lys Glu Lys Gin Arg Lys Thr Glu Glu Leu.Glu Glu Glu Ser Phe Pro 

485 490 495 

Glu Arg Ser Lys Lys Glu Asp Arg Gly Lys Arg Ser Glu Gly Gly His 

500 505 510 

Arg Gly Phe Val Pro Glu Lys Asn Phe Arg Val Thr Ala Tyr Lys Ala 

515 520 525 

Val Gin Glu Lys Ser Ser Ser Pro Pro Pro Arg Lys Thr Ser Glu Ser 

530 535 540 

Arg Asp Lys Leu Gly Ala Lys Gly Asp Phe Pro Thr Gly Lys Ser Ser 
545 550 555 560 

Phe Ser He Thr Arg Glu Ala Gin Val Asn Val Arg Met Asp Ser Phe 

565 570 575 

Asp Glu Asp Leu Ala Arg Pro Ser Gly Leu Leu Ala Gin Glu Arg Lys 

580 585 590 

Leu Cys Arg Asp Leu Val His Ser Asn Lys Lys Glu Gin Glu Phe Arg 

595 600 605 

Ser He Phe Gin His He Gin Ser Ala Gin Ser Gin Arg Ser Pro Ser 

610 615 620 

Glu Leu Phe Ala Gin His He Val Thr He Val His His Val Lys Glu 
625 630 635 640 

His His Phe Gly Ser Ser Gly Met Thr Leu His Glu Arg Phe Thr Lys 

645 650 655 

Tyr Leu Lys Arg Gly Thr Glu Gin Glu Ala Ala Lys Asn Lys Lys Ser 

660 665 670 

Pro Glu He His Arg Arg He Asp lie Ser Pro Ser Thr Phe Arg Lys 

675 680 685 

His Gly Leu Ala His Asp Glu Met Lys Ser Pro Arg Glu Pro Gly Tyr 

690 695 700 

Lys Ala Glu Gly Lys Tyr Lys Asp Asp Pro Val Asp Leu Arg Leu Asp 
705 710 715 720 

He Glu Arg Arg Lys Lys His Lys Glu Arg Asp Leu Lys Arg Gly Lys 

725 730 735 

Ser Arg Glu Ser Val Asp Ser Arg Asp Ser Ser His Ser Arg Glu Arg 

740 745 750 

Ser Ala Glu Lys Thr Glu Lys Thr His Lys Gly Ser Lys Lys Gin Lys 

755 760 765 

Lys His Arg Arg Ala Arg Asp Arg Ser Arg Ser Ser Ser Ser Ser Ser 

770 775 780 

Gin Ser Ser His Ser Tyr Lys Ala Glu Glu Tyr Thr Glu Glu Thr Glu 
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785 










790 








795 






800 


Glu 


Arg 


Glu 


Glu 


Ser 


Thr 


Thr 


Gly 


Phe 


Asp Lys 


Ser Arg 


Leu Gly 


Thr 








805 










810 




815 




Lys 


Asp 


Phe 


Val 


Gly 


Pro 


Ser 


Glu 


Arg 


Gly Gly Gly Arg 


Ala Arg Gly 






820 










825 






830 




Thr 


Phe 


Gin 


Phe 


Arg 


Ala 


Arg 


Gly 


Arg 


Gly Trp 


Gly Arg 


Gly Asn Tyr 






835 










840 






845 






Ser 


Gly Asn 


Asn 


Asn 


Asn 


Asn 


Ser 


Asn 


Asn Asp 


Phe Gin 


Lys Arg 


Asn 




850 










855 








860 






Arg 


Glu 


Glu 


Glu 


Trp 


Asp 


Pro 


Glu 


Tyr 


Thr Pro 


Lys Ser 


Lys Lys 


Tyr 


865 










870 








675 






880 


Tyr 


Leu 


His 


Asp Asp Arg 


Glu Gly 


Glu 


Gly Ser 


Asp Lys 


Trp Val 


Ser 








885 










890 




895 




Arg 


Gly Arg 


Gly Arg 


Gly 


Ala 


Phe 


Pro Arg Gly Arg. Gly 


Arg Phe 


Met 








900 










905 






910 




Phe 


Arg 


Lys 


Ser 


Ser 


Thr 


Ser 


Pro 


Lys 


Trp Ala 


His Asp 


Lys Phe 


Ser 






915 










920 






925 






Gly 


Glu 


Glu 


Gly 


Glu 


lie 


Glu 


Asp 


Asp 


Glu Ser 


Gly Thr 


Glu Asn 


Arg 


930 










935 








94 0 






Glu 


Glu 


Lys 


Asp 


Asn 


He 


Gin 


Pro 


Thr 


Thr Glu 








945 










950 








955 









<210> 3991 

<211> 381 

<212> DNA 

<213> Homo sapiens 

<400> 3991 

nnttaccaac cactcagaat ggtacctcga ggttctcagt tatatccagc acaacagacg 
60 

gatgtttatt atcaggatcc tcgaggagca gctccgccat ttgaaccagc accttatcag 
120 

cagggtatgt attatactcc accaccacaa tgtgtgtccc gctttgtccg acctccacca 
180 

tctgctcctg aacctgctcc tccctacttg gatcattatc caccctacct ccaagaacgt 
240 

gttgtaaact ctcagtatgg cacacagcca cagcagtacc cacctatata cccatctcac 
300 

tatgatggcc gtcgagtgta ccctgctccg tcttacacaa gagaagagat attccgagaa 
360 

agccctatac ccattgagat t 
381 

<210> 3992 
<211> 127 
<212> PRT 

<213> Homo sapiens 
<400> 3992 

Xaa Tyr Gin Pro Leu Arg Met Val Pro Arg Gly Ser Gin Leu Tyr Pro 

1 5 10 15 

Ala Gin Gin Thr Asp Val Tyr Tyr Gin Asp Pro Arg Gly Ala Ala Pro 

20 25 30 

Pro Phe Glu Pro Ala Pro Tyr Gin Gin Gly Met Tyr Tyr Thr Pro Pro 
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35 40 45 

Pro Gin Cys Val Ser Arg Phe Val Arg Pro Pro Pro Ser Ala Pro Glu 

50 55 60 

Pro Ala Pro Pro Tyr Leu Asp His Tyr Pro Pro Tyr Leu Gin Glu Arg 
65 70 75 80 

Val Val Asn Ser Gin Tyr Gly Thr Gin Pro Gin Gin Tyr Pro Pro lie 

85 90 95 

Tyr Pro Ser His Tyr Asp Gly Arg Arg Val Tyr Pro Ala Pro Ser Tyr 

100 105 110 

Thr Arg Glu Glu He Phe Arg Glu Ser Pro lie Pro He Glu He 
115 120 125 

<210> 3993 
<211> 394 
<212> DNA 

<213> Homo sapiens 
<400> 3993 

nacgcgtggg ggaggactcg agaagccgcc gccgcagcac aaaggaacga gactagcgcc 
60 

gcggtcgcgt cccacaggct gccgagcgga gcgcgcacag agggggccaa cattaacaaa 
120 

ccggattgtg agggtgaaac tcccattcac aaggcagctc gctctgggag cctagaatgc 
180 

atcagtgccc ttgtggcgaa tggggctcac gtcgagtaag tgtctttcgt ttattctttc 
240 

cagctaaaga tgtagttgag gatgttttgt ttaaaggcag tacataagca ggcaaaagtc 
300 

ctaaaacttt gttttcaaaa ttagtaatgt aattttgcct tttagaacag ttggtgttag 
360 

tgaggaaaat tgtgtggatt aaattgatct ccag 
394 

<210> 3994 
<211> 72 
<212> PRT 

<213> Homo sapiens 
<400> 3994 

Xaa Ala Trp Gly Arg Thr Arg Glu Ala Ala Ala Ala Ala Gin Arg Asn 

1 5 10 15 

Glu Thr Ser Ala Ala Val Ala Ser His Arg Leu Pro Ser Gly Ala Arg 

20 25 30 

Thr Glu Gly Ala Asn He Asn Lys Pro Asp Cys Glu Gly Glu Thr Pro 

35 40 45 

lie His Lys Ala Ala Arg Ser Gly Ser Leu Glu Cys He Ser Ala Leu 

50 55 60 

Val Ala Asn Gly Ala His Val Glu 
65 70 

<210> 3995 

<211> 715 

<212> DNA 

<213> Homo sapiens 
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<400> 3995 

nacgcgtgaa ggggacccgc tgccaaccag cccggctggc ggggggagct gcaggaggaa 
60 

ggtgctgtgg ggggagcggc cgcggagact ggcaggcggg accgctcaag cagtgtgagg 
120 

cggacccagg ccattcggag acgccacaat gcaggcagca accccacccc tccagcctct 
180 

gtcatgggct cgccgcccag cagcctgcag gaagctcagc ggggccgggc tgcctcccac 
240 

tcccgggcgc tgacgctgcc ctctgcgctg catttcgcct cttcactgtt gctcacccgg 
300 

gccggtgcca atgtgcatga ggcctgcacc tttgatgaca cttctgaggg tgctgtgcac 
360atgagagcgg tgtgcggcgt tcctacacct ttggcctggc tggaggcggc 420 
tacgagaacc ctgtagggca gcaaggggag cagacagcta atggagcctg ggaccgacac 
480 

tcgcattcct ccagcttcca ctcggctgat gtccctgagg ctacaggcgg cctgaacctg 
540 

ctgcagccga ggcctgtggt tctgcagggc atgcaggtgc gccgggtgcc cctggagatc 
600 

ccggagtttg acctgctgga ccaggactcc ctgcacgaat cccaggagca gacactgatg 
660 

gaagaagcgc caccccgggc ccagcatagt tacaagtact tgggcttcgg agaga 
715 

<210> 3996 
<211> 235 
<212> PRT 

<213> Homo sapiens 
<400> 3996 

Arg Gly Pro Ala Ala Asn Gin Pro Gly Trp Arg Gly Glu Leu Gin Glu 

1 5' 10 15 

Glu Gly Ala Val Gly Gly Ala Ala Ala Glu Thr Gly Arg Arg Asp Arg 

20 25 30 

Ser Ser Ser Val Arg Arg Thr Gin Ala lie Arg Arg Arg His Asn Ala 

35 40 45 

Gly Ser Asn Pro Thr Pro Pro Ala Ser Val Met Gly Ser Pro Pro Ser 

50 55 60 

Ser Leu Gin Glu Ala Gin Arg Gly Arg Ala Ala Ser His Ser Arg Ala 
65 70 75 80 

Leu Thr Leu Pro Ser Ala Leu His Phe Ala Ser Ser Leu Leu Leu Thr 

85 90 95 

Arg Ala Gly Ala Asn Val His Glu Ala Cys Thr Phe Asp Asp Thr Ser 

100 105 HO 

Glu Gly Ala Val His Tyr Phe Tyr Asp Glu Ser Gly Val Arg Arg Ser 

115 120 125 

Tyr Thr Phe Gly Leu Ala Gly Gly Gly Tyr Glu Asn Pro Val Gly Gin 

130 135 140 

Gin Gly Glu Gin Thr Ala Asn Gly Ala Trp Asp Arg His Ser His Ser 
145 150 155 160 

Ser Ser Phe His Ser Ala Asp Val Pro Glu Ala Thr Gly Gly Leu Asn 

165 170 175 

Leu Leu Gin Pro Arg Pro Val Val Leu Gin Gly Met Gin Val Arg Arg 
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180 185 190 

Val Pro Leu Glu lie Pro Glu Phe Asp Leu Leu Asp Gin Asp Ser Leu 

195 200 205 

His Glu Ser Gin Glu Gin Thr Leu Met Glu Glu Ala Pro Pro Arg Ala 

210 215 220 

Gin His Ser Tyr Lys Tyr Leu Gly Phe Gly Glu 
225 230 235 

<210> 3997 
<211> 7484 
<212> DNA 

<213> Homo sapiens 



<400> 3997 
nncgcaaggc 
60 

tcagggaaac 
120 

ccgccctgag 
180 

gccaccattg 
240 

acctttcgct 
300 

gccagtgatg 
360 

gcagccttaa 
420 

aaaacccaga 
480 

gatctgcaga 
540 

gcgagcctgc 
600 

gggctgatac 
660 

gatctggaga 
720 

aacctctggt 
780 

catgcttttg 
840 

atcactgtcc 
900 

ttggagaagg 
960 

cagccttgtc 
1020 

gatgtttcgg 
1080 

aaaaagaggc 
1140 

attcctttct 
1200 



tgggttacgt 
cgaggccggg 
gtgcctagaa 
atttggcgtc 
tcaccttcac 
agaagtgatg 
atgccagctc 
caaaggaggc 
aacatgaccg 
tgcgggaggc 
tgaaatattc 
cagccatgga 
ataagattgg 
aggaagggct 
tgtacaccct 
attgccggta 
tccggaagga 
tgagtgcagc 
aagcgctgat 
tcacctggaa 



gaggaagetg 
cttcctggct 
tgggttccgg 
tgctgggtgc 
agcagccctg 
ctcgtggcag 
caccattgag 
tcaggaagca 
gtttgaggag 
agtttcatcc 
cacttataag 
gttctactta 
acatgtggcc 
gcggtgcaat 
cagtgattac 
cagcaaaggg 
ctctctcaga 
tgagacacag 
tgtgcgggag 
gtgcctcgga 



ggggtttcgc 
gcctcgcgag 
cctccgggga 
aaagcccagc 
cgaggagagt 
tgctgaatct 
gatgatcatg 
gaggcttttg 
tctgccaaag 
ggtgatgaga 
aacttggccc 
gaggcagtga 
ctgaggctca 
cctgaccact 
acaacatgtc 
ctggtcctca 
atgttcctca 
gcgattgtag 
aaggagccgg 
gagagcttgc 



gggcagcttt 
cctcttcatg 
ggttcccagt 
gcgctaaccc 
tgtggactgg 
ctctgaatat 
aaggaagctt 
cattgtacca 
cctaccatga 
aagaggggtt 
agctggcagc 
tgctggactc 
tccggatccc 
ggccctgttt 
tgtacttcat 
aggagaagat 
aatgtgacat 
atgaggcctt 
acctgaaact 
tggccatgta 



agagccccag 
gctctcgccg 
aaccgcagga 
tttactcgcg 
ggcaaccttt 
gattcgaatt 
taaaagtcac 
caaggccctt 
gctcttggag 
gaaacaccct 
ccagcgggag 
cacagatgtc 
cctggctcgc 
ggataaccta 
ctgcaaagct 
ttttgaggag 
gtcgattcac 

ggggctgcga 

tgtgcagccc 
caatcatctc 
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accacctgtg agcccccacg tcccagcctt 
1260 

gaccccagcc agcctcttga gtcctccatg 
1320 

agcactgtca gcaccaaccc agctgtggct 
1380 

gtggctacaa ccagcttccc actgcacagt 
1440 

ggtgatattt ctgggggaga taaatccaag 
1500 

gagagtggag aaacagcaaa gcggcggtct 
1560 

gaagagaaag tagacttcca ggagcttctg 
1620 • 

ctggaccctg aggaggaaga tgattccttt 
1680 

ctggaaagct tcccaagcat tgggcctcaa 
1740 

gaatctgaaa agcaggacgt gcatgagttc 
1800 

ctggagctga tgatgcgcta cctgaaagcc 
1860 

ccaggcttgg cggaggtcgt gctcagcgtc 
1920 

ctgcccaacc cgctgctgag ggactgcagc 
1980 

tctctctcct gcatggaact ccagctggac 
2040 

gcagtgtctc ctcggaactg ccctgctggt 
2100 

ccagggaccc actgcctggg tgacctccta 
2160 

ctgttcgagg atggttggct ggagtttgtg 
2220 

ctggcgctgc agggagacat ggagcaggcc 
2280 

ctccagagtt ccaccgccat ccaggtggag 
2340 

cggctgccca acctccataa tgactctgtg 
2400 

aagtcgctgg agcggtgcca gtccctggag 
2460 

tacaaggctg ttgtgcatct gctccgcccc 
2520 

aaacacctgg agtttatgac ttccattcct 
2580 

gactccttgc tccggctgaa ggactatcgg 
2640 

aacgaggctg tccagcagat ggtgaactca 
2700 

gccacagtga cccaactgct gatgggcatc 
2760 

agcatcctga aggtatcatc ctccaccact 
2820 



ggcaaaagga ttgatttgtc ggactaccag 
gtggtgacgc cagttaacgt gatccagcca 
gtcgccgagc ctgtggtctc ctacacctct 
cctggtctgt tggagacagg cgctcctgtg 
aaaggggtaa aacggaagaa gatttcagaa 
gcccgtgtcc gaaacaccaa gtgcaaaaaa 
atgaagttct tgccgtccag gttaagaaag 
aataactatg aagtccagtc agaagccaaa 
aggctgtcat ttgactcagc cacattcatg 
ctgctggaga acctaaccaa cgggggcatc 
atgggccaca agttcttggt aaggtggcct 
taccacagct ggaggaggca cagcaccagc 
aacaagcaca tcaaggacat gatgctgatg 
cagtggctgc tgaccaaagg cagaagctct 
atggtgaatg gcagatttgg acctgacttc 
cagctgtcat ttgcctcgtc ccagcgcgac 
gtccgtgttt actggctgaa ggctcgcttc 
ctggagaact atgacatctg cacagaaatg 
gcaggggctg aacgaagaga cattgtcatc 
gtttccctgg aggagattga taagaacctg 
gagattcagc ggctgtatga agcaggcgac 
actttgtgca ccagtgggtt tgaccgggcc 
gagaggccag cccagctgct tcttctgcag 
cagtgttttg agtgttccga tgtggctctg 
ggtgaggctg ccgccaagga ggagtgggtg 
gagcaggccc tctctgcgga cagcagtggt 
ggccttgtgc ggctcaccaa caacctcatc 
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caggtcattg actgcagcat ggctgtgcag 
2880 

gtgctaccct ggatcattct acaccggatc 
2940 

ctgtgccacc agcagcagct ccaaaaccca 
3000 

ctcccatcct ccctcatgct gctgaacaca 
3060 

tgctgcaatt cagatggggc tctgctgcga 
3120 

gctgcatcca cctctgaaga cacgcaccct 
3180 

cagtgcttct actgcctgta cagcttcccc 
3240 

gaacactcgg cccagcaggt ggatcttata 
3300 

tttaagccca agacccttcc tgaatttgac 
3360 

ttggccaacc tactgaagag aattgccacc 
3420 

agcctggaca aagtctctgc ctacattgag 
3480 

£f a £fggggctg acccctcccc tccagtggtg 
3540 

catttcaaaa acaaggagca gtccaaggcc 
3600 

tgccccaata ggtttgattc ctgggcaggc 
3660 

gacaagctga actccaatga gctgaagagt 
3720 

gtcttgaact gcttccgtcg ggccctggag 
3780 

gagtatggca ccatgtccta tgccttgcac 
3840 

agaggcgagc tgccccctga gctcgtgcag 
3900 

gagacagcca agcactgttt cacatcagca 
3960 

gagtggctca tccactacat gctgggcaag 
4020 

gtttacttgc tgcactacag gcaggctggc 
4080 

cccaagaaga tccactacca caacccacct 
4140 

tttcggctcc atgcttccat cctgaagctc 
4200 

gaggtcctgg tcaactttat gaaggaggct 
4260 

aagaacacac ccaaagcttc agaaaaggag 
4320 

tcttcagctg ggacactgcc gggccccgga 
4380 

ctgacatccc caccttacac agccactccg 
4440 



gaggaggcca aggagcccca cgtctcttca 
atctggcagg aggaagacac cttccattct 
gcggaggaag ggatgtcaga gacgcccatg 
gcccacgagt atttgggcag aaggtcctgg 
ttctatgtgc gagtactcca gaaggaactg 
tacaaggagg agctggagac agccttggag 
agcaagaaga gtaaggccag gtacctggag 
tgggaggatg cactgttcat gtttgagtat 
agctataaga ccagcaccgt gtctgctgac 
attgtgcctc gcacagagag gccagccctt 
ggaacttcaa ctgaggtacc ctgcctccca 
aacgagcttt actacctcct ggctgattat 
atcaagttct acatgcatga catctgcatc 
atggctctgg cccgggccag ccgcattcag 
gatgggccca tttggaagca tgccacgccc 
attgacagct ccaacttgtc cctatggatt 
tcattcgcct cacgtcaatt gaagcagtgg 
cagatggagg gccggcgcga cagcatgcta 
gcccgctgcg agggtgatgg tgacgaggag 
gtggctgaga agcagcagca gccacccacc 
cactacctgc acgaggaggc tgcccgctac 
gagctggcca tggaggccct ggaggtgtac 
ctggggaagc ccgattctgg ggttggtgca 
gcagaaggac cctttgccag gggcgaggag 
aaggcctgcc tggtggacga ggactcccac 
gcctccctcc cctcctcctc tggcccaggt 
attgaccacg attacgtcaa atgtaaaaaa 
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ccccaccagc aggcaacgcc ggacgaccga agccaggaca gcacagccgt agcactctca 
4500 

gactctagct caacgcagga cttctttaat gagcccacca gcttactgga aggctccagg 
4560 

aaatcctaca cagagaagag gctgcccatt ctcagttccc aagcaggagc gacgggtaaa 
4620 

gatcttcagg gggccacaga agaaagagga aaaaacgagg agtcattgga gagtacagaa 
4680 

ggcttccggg ctgcagagca aggtgtccag aagcctgctg cagaaacccc agcctctgct 
4740 

tgcatccctg gcaagccctc agcatccaca cccaccctgt gggatgggaa gaagagaggg 
4800 

gacctcccag gggagccagt ggccttcccc caggggctgc cggctggtgc tgaggagcag 
4860 

cggcagtttc tcacagagca gtgcatcgcc tccttccgcc tgtgcctgag ccgcttcccc 
4920 

cagcactata agagtctcta ccgtctggcc ttcctctaca cctacagcaa gacccaccgg 
4980 

aacctccagt gggcccgcga cgtgttgcta ggcagcagta tcccgtggca acaactgcag 
5040 

cacatgccgg cacaggggct cttctgcgag aggaacaaga ccaatttctt caacggcatc 
5100 

tggcggatcc ccgtggacga gattgaccgg ccgggcagct ttgcctggca catgaaccgc 
5160 

tccatcgtgc tgctgctcaa ggtgctggcc cagctgcggg accacagcac cctgctgaag 
5220 

gtgtcctcca tgcttcagcg gaccccagac cagggcaaga agtatctgcg agatgctgac 
5280 

cgccaggtcc tggcgcagcg ggccttcatc ctcactgtga aggtgctcga agacacgctg 
5340 

agcgagctcg cagaggggtc agaacgccca gggcccaagg tctgtggcct ccccggagcc 
5400 

aggatgacca ccgatgtctc acacaaggcc agtcctgagg atggccagga gggcctcccc 
5460 

cagccgaaga agccccctct ggctgatggc tcagggccag ggcccgagcc aggaggcaaa 
5520 

gtgggcctcc tcaaccaccg gcctgtggcc atggatgcag gagacagtgc agaccaaagc 
5580 

g999^gcgga aggataaaga gagcccacgg gcagggccca ctgagcccat ggacacgagt 
5640 

gaggccactg tttgccactc agacttggag cggacaccac ccctgctgcc aggtcgcccc 
5700 

gcaagggacc ggggccccga gagccggccc actgagctgt ccctggagga gctgagcatc 
5760 

agtgcccggc agcagcccac cccgctcacc ccagcccagc cagcccccgc ccccgccccc 
5820 

gccaccacca cagggaccag ggcagggggc cacccggagg agccgctctc ccggctcagc 
5880 

cgcaagagga agctcctgga ggacacagag tcaggcaaga cacttctgtt ggatgcctac 
5940 

cgtgtgtggc agcagggcca gaagggtgtg gcctatgacc tgggccgtgt ggagaggatc 
6000 

atgtcggaga cctacatgct catcaagcag gtggatgagg aggctgcgct ggagcaggct 
^060 
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gtgaagttct gccaggtcca tcttggggct gccgcccaga gacaggcctc gggggacacc 
6120 

cccaccactc caaagcaccc caaagacagc cgagagaact tctttcctgt gacagtggtg 
6180 

cccacagccc ctgaccctgt gccagctgac tctgtccagc ggcccagtga tgctcacacc 
6240 

aagcctcgcc ctgcactagc tgccgccaca actattatca cctgccctcc gtcagcatca 
6300 

gcttccaccc tggaccagtc caaggaccct gggcctcccc ggccacacag gcctgaagct 
6360 

acccccagca tggcctctct gggcccagag ggagaagagc tggcgagagt ggcagagggc 
6420 

accagcttcc cgcctcagga gccacggcac agtccgcagg tgaagatggc ccccacaagt 
6480 

tccccggcag agccacactg ctggccggca gaggctgccc tgggcacagg cgctgagccc 
6540 

acctgcagcc aggaggggaa actgaggcct gagccgagaa gggatgggga ggctcaggag 
6600 

gctgcgagtg agactcagcc cctgagctct cccccaacag ctgccagctc caaggccccc 
6660 

agcagtggga gtgcccagcc accagagggt cacccaggca agcctgagcc cagccgggct 
6720 

aagtcccgcc ccctgcccaa catgccaaag ctggtcatcc cctccgccgc caccaagttc 
6780 

ccccctgaga tcaccgtcac gccacccacc ccaaccctgc tctcccccaa aggcagcatc 
6840 

tcggaggaga ccaagcagaa gctgaagtca gccatccttt ctgcccagtc tgctgccaac 
6900 

gtgaggaagg agagcctatg ccagccagcc ctggaggtcc tggagacatc cagccaggag 
6960 

tcctcgctgg agagcgagac agacgaggac gacgactaca tggacatttg aggggccact 
7020 

gcagccccac cgccacgccc caggggacca gccaggcctg gaatgccccc tgggcaggac 
7080 

cctgggcagg accagaggcc cacatggatg ccactcccca cacagccccc aggcctgccc 
7140 

agcccacctc ctcatggcat cctccctgta cccaggtcag gctgtccaca ccacatggga 
7200 

gcccagagga ggaggggccc gccttagcca tgtgaaggtg gattggtcgc catctgcacg 
7260 

ccaggcggca tccttttcta tgaagtgttg actttgtaaa tctgcccaca cccagctggc 
7320 

catatccacc cctcgacgcc gggatgagcc ggctctgcct gtgtcacagt ggaggggtcc 
7380 

tttagggcca ggctcacccc tcaccctttt tttggttgct tttctaataa agatggaaca 
7440 

gttaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaa 
7484 

<210> 3998 - 
<211> 2220 
<212> PRT 

<213> Homo sapiens 



3171 



WO 00/58473 



PCT/USOO/08621 



<400> 3998 
Met lie Arg lie 
1 

His Glu Gly Ser 
20 

Glu Ala Glu Ala 
35 

His Asp Arg Phe 
50 

Ala Ser Leu Leu 
65 

Leu Lys His Pro 

Ala Gin Leu Ala 
100 

Tyr Leu Glu Ala 
115 

Lys He Gly His 
130 

His Ala Phe Glu 
145 

Leu Asp Asn Leu 

Cys Leu Tyr Phe 
180 

Lys Gly Leu Val 
195 

Arg Lys Asp Ser 
210 

Asp Val Ser Val 
225 

Leu Gly Leu Arg 

Pro Asp Leu Lys 
260 

Leu Gly Glu Ser 
275 

Pro Pro Arg Pro 
290 

Asp Pro Ser Gin 
305 

Val He Gin Pro 

Glu Pro Val Val 
340 

His Ser Pro Gly 
355 

Gly Gly Asp Lys 
370 

Glu Ser Gly Glu 
385 

Lys Cys Lys Lys 
Phe Leu Pro Ser 



Ala Ala Leu Asn 
5 

Phe Lys Ser His 

Phe Ala Leu Tyr 
40 

Glu Glu Ser Ala 
55 

Arg Glu Ala Val 
70 

Gly Leu He Leu 
85 

Ala Gin Arg Glu 

Val Met Leu Asp 
120 

Val Ala Leu Arg 
135 

Glu Gly Leu Arg 
150 

He Thr Val Leu 
165 

lie Cys Lys Ala 

Leu Lys Glu Lys 
200 

Leu Arg Met Phe 
215 

Ser Ala Ala Glu 
230 

Lys Lys Arg Gin 
245 

Leu Val Gin Pro 

Leu Leu Ala Met 
280 

Ser Leu Gly Lys 
295 

Pro Leu Glu Ser 
310 

Ser Thr Val Ser 
325 

Ser Tyr Thr Ser 

Leu Leu Glu Thr 
360 

Ser Lys Lys Gly 
375 

Thr Ala Lys Arg 
390 

Glu Glu Lys Val 
405 

Arg Leu Arg Lys 



Ala Ser Ser Thr 
10 

Lys Thr Gin Thr 
25 

His Lys Ala Leu 

Lys Ala Tyr His 
60 

Ser Ser Gly Asp 
75 

Lys Tyr Ser Thr 
90 

Asp Leu Glu Thr 
105 

Ser Thr Asp Val 

Leu He Arg He 
140 

Cys Asn Pro Asp 
155 

Tyr Thr Leu Ser 
170 

Leu Glu Lys Asp 
185 

lie Phe Glu Glu 

Leu Lys Cys Asp 
220 

Thr Gin Ala He 
235 

Ala Leu He Val 
250 

He Pro Phe Phe 
265 

Tyr Asn His Leu 

Arg He Asp Leu 
300 

Ser Met Val Val 
315 

Thr Asn Pro Ala 
330 

Val Ala Thr Thr 
345 

Gly Ala Pro Val 

Val Lys Arg Lys 
380 

Arg Ser Ala Arg 
395 

Asp Phe Gin Glu 
410 

Leu Asp Pro Glu 



He Glu Asp Asp 
15 

Lys Glu Ala Gin 
30 

Asp Leu Gin Lys 
45 

Glu Leu Leu Glu 

Glu Lys Glu Gly 
80 

Tyr Lys Asn Leu 

Ala Met Glu Phe 
110 

Asn Leu Trp Tyr 
125 

Pro Leu Ala Arg 

His Trp Pro Cys 
160 

Asp Tyr Thr Thr 
175 

Cys Arg Tyr Ser 
190 

Gin Pro Cys Leu 
205 

Met Ser He His 

Val Asp Glu Ala 
240 

Arg Glu Lys Glu 
255 

Thr Trp Lys Cys 
270 

Thr Thr Cys Glu 
285 

Ser Asp Tyr Gin 

Thr Pro Val Asn 
320 

Val Ala Val Ala 
335 

Ser Phe Pro Leu 
350 

Gly Asp He Ser 
365 

Lys He Ser Glu 

Val Arg Asn Thr 
400 

Leu Leu Met Lys 
415 

Glu Glu Asp Asp 
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420 425 430 

Ser Phe Asn Asn Tyr Glu Val Gin Ser Glu Ala Lys Leu Glu Ser Phe 

435 440 445 

Pro Ser lie Gly Pro Gin Arg Leu Ser Phe Asp Ser Ala Thr Phe Met 

450 455 460 

Glu Ser Glu Lys Gin Asp Val His Glu Phe Leu Leu Glu Asn Leu Thr 
465 470 475 480 

Asn Gly Gly He Leu Glu Leu Met Met Arg Tyr Leu Lys Ala Met Gly 

485 490 495 

His Lys Phe Leu Val Arg Trp Pro Pro Gly Leu Ala Glu Val Val Leu 

500 505 510 

Ser Val Tyr His Ser Trp Arg Arg His Ser Thr Ser Leu Pro Asn Pro 

515 520 525 

Leu Leu Arg Asp Cys Ser Asn Lys His He Lys Asp Met Met Leu Met 

530 535 540 

Ser Leu Ser Cys Met Glu Leu Gin Leu Asp Gin Trp Leu Leu Thr Lys 
545 550 555 560 

Gly Arg Ser Ser Ala Val Ser Pro Arg Asn Cys Pro Ala Gly Met Val 

565 570 575 

Asn Gly Arg Phe Gly Pro Asp Phe Pro Gly Thr His Cys Leu Gly Asp 

580 585 590 

Leu Leu Gin Leu Ser Phe Ala Ser Ser Gin Arg Asp Leu Phe Glu Asp 

595 600 605 

Gly Trp Leu Glu Phe Val Val Arg Val Tyr Trp Leu Lys Ala Arg Phe 

610 615 620 

Leu Ala Leu Gin Gly Asp Met Glu Gin Ala Leu Glu Asn Tyr Asp He 
625 630 635 640 

Cys Thr Glu Met Leu Gin Ser Ser Thr Ala He Gin V^l Glu Ala Gly 

645 650 655 

Ala Glu Arg Arg Asp He Val He Arg Leu Pro Asn Leu His Asn Asp 

660 665 670 

Ser Val Val Ser Leu Glu Glu He Asp Lys Asn Leu Lys Ser Leu Glu 

675 680 . 685 

Arg Cys Gin Ser Leu Glu Glu lie Gin Arg Leu Tyr Glu Ala Gly Asp 

690 695 700 

Tyr Lys Ala Val Val His Leu Leu Arg Pro Thr Leu Cys Thr Ser Gly 
705 710 715 720 

Phe Asp Arg Ala Lys His Leu Glu Phe Met Thr Ser He Pro Glu Arg 

725 730 735 

Pro Ala Gin Leu Leu Leu Leu Gin Asp Ser Leu Leu Arg Leu Lys Asp 

740 745 750 

Tyr Arg Gin Cys Phe Glu Cys Ser Asp Val Ala Leu Asn Glu Ala Val 

755 760 765 

Gin Gin Met Val Asn Ser Gly Glu Ala Ala Ala Lys Glu Glu Trp Val 

770 775 780 

Ala Thr Val Thr Gin Leu Leu Met Gly lie Glu Gin Ala Leu Ser Ala 
785 790 795 800 

Asp Ser Ser Gly Ser He Leu Lys Val Ser Ser Ser Thr Thr Gly Leu 

805 810 815 

Val Arg Leu Thr Asn Asn Leu He Gin Val He Asp Cys Ser Met Ala 

820 825 830 

Val Gin Glu Glu Ala Lys Glu Pro His Val Ser Ser Val Leu Pro Trp 

835 840 845 

He He Leu His Arg He He Trp Gin Glu Glu Asp Thr Phe His Ser 
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850 855 860 

Leu Cys His Gin Gin Gin Leu Gin Asn Pro Ala Glu Glu Gly Met Ser 
865 870 1 875 880 

Glu Thr Pro Met Leu Pro Ser Ser Leu Met Leu Leu Asn Thr Ala His 

885 890 895 

Glu Tyr Leu Gly Arg Arg Ser Trp Cys Cys Asn Ser Asp Gly Ala Leu 

900 905 910 

Leu Arg Phe Tyr Val Arg Val Leu Gin Lys Glu Leu Ala Ala Ser Thr 

915 920 925 

Ser Glu Asp Thr His Pro Tyr Lys Glu Glu Leu Glu Thr Ala Leu Glu 

930 935 940 

Gin Cys Phe Tyr Cys Leu Tyr Ser Phe Pro Ser Lys Lys Ser Lys Ala 
945 950 955 960 

Arg Tyr Leu Glu Glu His Ser Ala Gin Gin Val Asp Leu lie Trp Glu 

965 ' 970 975 

Asp Ala Leu Phe Met Phe Glu Tyr Phe Lys Pro Lys Thr Leu Pro Glu 

980 985 990 

Phe Asp Ser Tyr Lys Thr Ser Thr Val Ser Ala Asp Leu Ala Asn Leu 

995 1000 1005 

Leu Lys Arg lie Ala Thr lie Val Pro Arg Thr Glu Arg Pro Ala Leu 

1010 1015 1020 

Ser Leu Asp Lys Val Ser Ala Tyr lie Glu Gly Thr Ser Thr Glu Val 
1025 1030 1035 1040 

Pro Cys Leu Pro Glu Gly Ala Asp Pro Ser Pro Pro Val Val Asn Glu 

1045 1050 1055 

Leu Tyr Tyr Leu Leu Ala Asp Tyr His Phe Lys Asn Lys Glu Gin Ser 

1060 1065 1070 

Lys Ala lie Lys Phe Tyr Met His Asp lie Cys He Cys Pro Asn Arg 

1075 1080 1085 

Phe Asp Ser Trp Ala Gly Met Ala Leu Ala Arg Ala Ser Arg He Gin 

1090 1095 1100 

Asp Lys Leu Asn Ser Asn Glu Leu Lys Ser Asp Gly Pro He Trp Lys 
1105 IHO HIS 1120 

His Ala Thr Pro Val Leu Asn Cys Phe Arg Arg Ala Leu Glu He Asp 

1125 H30 H35 

Ser Ser Asn Leu Ser Leu Trp He Glu Tyr Gly Thr Met Ser Tyr Ala 

1140 1145 H50 

Leu His Ser Phe Ala Ser Arg Gin Leu Lys Gin Trp Arg Gly Glu Leu 

1155 1160 1165 

Pro Pro Glu Leu Val Gin Gin Met Glu Gly Arg Arg Asp Ser Met Leu 

1170 1175 H80 

Glu Thr Ala Lys His Cys Phe Thr Ser Ala Ala Arg Cys Glu Gly Asp 
1185 H90 H95 1200 

Gly Asp Glu Glu Glu Trp Leu lie His Tyr Met Leu Gly Lys Val Ala 

1205 1210 1215 

Glu Lys Gin Gin Gin Pro Pro Thr Val Tyr Leu Leu His Tyr Arg Gin 

1 1220. 1225 1230 

Ala Gly His Tyr Leu His Glu Glu Ala Ala Arg Tyr Pro Lys Lys He 

1235 1240 1245 

His Tyr His Asn Pro Pro Glu Leu Ala Met Glu Ala Leu Glu Val Tyr 

1250 1255 1260 

Phe Arg Leu His Ala Ser He Leu Lys Leu Leu Gly Lys Pro Asp Ser 
1265 1270 1275 1280 

Gly Val Gly Ala Glu Val Leu Val Asn Phe Met Lys Glu Ala Ala Glu 
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1285 1290 1295 

Gly Pro Phe Ala Arg Gly Glu Glu Lys Asn Thr Pro Lys Ala Ser Glu 

1300 1305 1310 

Lys Glu Lys Ala Cys Leu Val Asp Glu Asp Ser His Ser Ser Ala Gly 

1315 1320 1325 

Thr Leu Pro Gly Pro Gly Ala Ser Leu Pro Ser Ser Ser Gly Pro Gly 

1330 . 1335 1340 

Leu Thr Ser Pro. Pro Tyr Thr Ala Thr Pro He Asp His Asp Tyr Val 
1345 1350 1355 1360 

Lys Cys Lys Lys Pro His Gin Gin Ala Thr Pro Asp Asp Arg Ser Gin 

1365 1370 1375 

Asp Ser Thr Ala Val Ala Leu Ser Asp Ser Ser Ser Thr Gin Asp Phe 

1380 1385 1390 

Phe Asn Glu Pro Thr Ser Leu Leu Glu Gly Ser Arg Lys Ser Tyr Thr 

1395 1400 1405 

Glu Lys Arg Leu Pro He Leu Ser Ser Gin Ala Gly Ala Thr Gly Lys 

1410 1415 1420 

Asp Leu Gin Gly Ala Thr Glu Glu Arg Gly Lys Asn Glu Glu Ser Leu 
1425 1430 1435 1440 

Glu Ser Thr Glu Gly Phe Arg Ala Ala Glu Gin Gly Val Gin Lys Pro 

1445 1450 1455 

Ala Ala Glu Thr Pro Ala Ser Ala Cys He Pro Gly Lys Pro Ser Ala 

1460 1465 1470 

Ser Thr Pro Thr Leu Trp Asp Gly Lys Lys Arg Gly Asp Leu Pro Gly 

1475 1480 1485 

Glu Pro Val Ala Phe Pro Gin Gly Leu Pro Ala Gly Ala Glu Glu Gin 

1490 1495 1500 

Arg Gin Phe Leu Thr Glu Gin Cys He Ala Ser Phe Arg Leu Cys Leu 
1505 1510 1515 1520 

Ser Arg Phe Pro Gin His Tyr Lys Ser Leu Tyr Arg Leu Ala Phe Leu 

1S25 1530 1535 

Tyr Thr Tyr Ser Lys Thr His Arg Asn Leu Gin Trp Ala Arg Asp Val 

1540 1545 1550 

Leu Leu Gly Ser Ser lie Pro Trp Gin Gin Leu Gin His Met Pro Ala 

1555 1560 1565 

Gin Gly Leu Phe Cys Glu Arg Asn Lys Thr Asn Phe Phe Asn Gly lie 

1570 1575 1580 

Trp Arg He Pro Val Asp Glu He Asp Arg Pro Gly Ser Phe Ala Trp 
1585 1590 1595 1600 

His Met Asn Arg Ser He Val Leu Leu Leu Lys Val Leu Ala Gin Leu 

1605 1610 1615 

Arg Asp His Ser Thr Leu Leu Lys Val Ser Ser Met Leu Gin Arg Thr 

1620 1625 1630 

Pro Asp Gin Gly Lys Lys Tyr Leu Arg Asp Ala Asp Arg Gin Val Leu 

1635 1640 1645 

Ala Gin Arg Ala Phe He Leu Thr Val Lys Val Leu Glu Asp Thr Leu 

1650 1655 1660 

Ser Glu Leu Ala Glu Gly Ser Glu Arg Pro Gly Pro Lys Val Cys Gly 
1665 1670 1675 1680 

Leu Pro Gly Ala Arg Met Thr Thr Asp Val Ser His Lys Ala Ser Pro 

1685 1690 1695 

Glu Asp Gly Gin Glu Gly Leu Pro Gin Pro Lys Lys Pro Pro Leu Ala 

1700 1705 1710 

Asp Gly Ser Gly Pro Gly Pro Glu Pro Gly Gly Lys Val Gly Leu Leu 
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1715 1720 1725 

Asn His Arg Pro Val Ala Met Asp Ala Gly Asp Ser Ala Asp Gin Ser 

1730 1735 1740 

Gly Glu Arg Lys Asp Lys Glu Ser Pro Arg Ala Gly Pro, Thr Glu Pro 
1745 1750 1755 1760 

Met Asp Thr Ser Glu Ala Thr Val Cys His Ser Asp Leu Glu Arg Thr 

1765 1770 1775 

Pro Pro Leu Leu Pro Gly Arg Pro Ala Arg Asp Arg Gly Pro Glu Ser 

1780 1785 1790 

Arg Pro Thr Glu Leu Ser Leu Glu Glu Leu Ser He Ser Ala Arg. Gin 

1795 1800 1805 

Gin Pro Thr Pro Leu Thr Pro Ala Gin Pro Ala Pro Ala Pro Ala Pro 

1810 1815 1820 

Ala Thr Thr Thr Gly Thr Arg Ala Gly Gly His Pro Glu Glu Pro Leu 
1825 1830 1835 1840 

Ser Arg Leu Ser Arg Lys Arg Lys Leu Leu Glu Asp Thr Glu Ser Gly 

1845 1850 1855 

Lys Thr Leu Leu Leu Asp Ala Tyr Arg Val Trp Gin Gin Gly Gin Lys 

I860 1865 1870 

Gly Val Ala Tyr Asp Leu Gly Arg Val Glu Arg He Met Ser Glu Thr 

1875 1880 1885 

Tyr Met Leu He Lys Gin Val Asp Glu Glu Ala Ala Leu Glu Gin Ala 

1890 1895 1900 

Val Lys Phe Cys Gin Val His Leu Gly Ala Ala Ala Gin Arg Gin Ala 
190 5 1910 1915 1920 

Ser Gly Asp Thr Pro Thr Thr Pro Lys His Pro Lys Asp Ser Arg Glu 

1925 1930 1935 

Asn Phe Phe Pro Val Thr Val Val Pro Thr Ala Pro Asp Pro Val Pro 

1940 1945 1950 

Ala Asp Ser Val Gin Arg Pro Ser Asp Ala His Thr Lys Pro Arg Pro 

1955 1960 1965 

Ala Leu Ala Ala Ala Thr Thr He He Thr Cys Pro Pro Ser Ala Ser 

1970 1975 1980 

Ala Ser Thr Leu Asp Gin Ser Lys Asp Pro Gly Pro Pro Arg Pro His 
1985 1990 1995 2000 

Arg Pro Glu Ala Thr Pro Ser Met Ala Ser Leu Gly Pro Glu Gly Glu 

2005 2010 2015 

Glu Leu Ala Arg Val Ala Glu Gly Thr Ser Phe Pro Pro Gin Glu Pro 

2020 2025 2030 

Arg His Ser Pro Gin Val Lys Met Ala Pro Thr Ser Ser Pro Ala Glu 

2035 2040 2045 

Pro His Cys Trp Pro Ala Glu Ala Ala Leu Gly Thr Gly Ala Glu Pro 

2050 2055 2060 

Thr Cys Ser Gin Glu Gly Lys Leu Arg Pro Glu Pro Arg Arg Asp Gly 
2 065 2070 2075 2080 

Glu Ala Gin Glu Ala Ala Ser Glu Thr Gin Pro Leu Ser; Ser Pro Pro 

2085 2090 2095 

Thr Ala Ala Ser Ser Lys Ala Pro Ser Ser Gly Ser Ala Gin Pro Pro 

2100 2105 2110 

Glu Gly His Pro Gly Lys Pro Glu Pro Ser Arg Ala Lys Ser Arg Pro 

2115 2120 2125 

Leu Pro Asn Met Pro Lys Leu Val lie Pro Ser Ala Ala Thr Lys Phe 

2130 2135 2140 

Pro Pro Glu He Thr Val Thr Pro Pro Thr Pro Thr Leu Leu Ser Pro 
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2145 2150 2155 2160 

Lys Gly Ser lie Ser Glu Glu Thr Lys Gin Lys Leu Lys Ser Ala lie 

2165 2170 2175 

Leu Ser Ala Gin Ser Ala Ala Asn Val Arg Lys Glu Ser Leu Cys Gin 

2180 ' 2185 2190 

Pro Ala Leu Glu Val Leu Glu Thr Ser Ser Gin Glu Ser Ser Leu Glu 

2195 2200 2205 

Ser Glu Thr Asp Glu Asp Asp Asp Tyr Met Asp lie 
2210 2215 2220 

<210> 3999 
<211> 2546 
<212> DNA 

<213> Homo sapiens 
<400> 3999 

ncctaggtga aatgtgtcat ttaaaaaaaa tttcacttgc cattctaaag tttttctggt 
60 

gagagttttg tgtttttcat ttacgcaaac acatctccac ataagtaggg aaaaaaagtc 
120 

ttcttgagta tattagtgtc ttcagccttt gtattgggac agtagcgtcc attaattttt 
180 

atgtgaagtg aaattaggta tcgggtcata atcagtctgt gatgtcttca cagctttcac 
240 

atttaccttg tgataatcaa gtgtgttttt cctcaggtgt tagccagaga agaggggtca 
300 

gggactcttc cctggtcgta gctttcatct gtaagcttca cttaaagaga ggaaacttac 
360 

ttggtgctca aagcaaagga gatgggcctc ccagttggga cagctgccat cgctcccatc 
420 

attgctgctg tcaaggacgg gaaaagcatc actcatgaag gaagagagat tttggctgaa 
480 

gagctgtgta ctcctccaga tcctggtgct gcttttgtgg tggtagaatg tccagatgaa 
540 

agcttcattc aacccatctg tgagaatgcc acctttcaga ggtaccaagg aaaggcagat 
600 

gcccccgtgg ccttggtggt tcacatggcc ccagcatctg tgcttgtgga cagcaggtac 
660 

cagcagtgga tggagaggtt tgggcctgac acccagcact tggtcctgaa tgagaactgt 
720 

gcctcagttc acaaccttcg cagccacaag attcaaaccc agctcaacct catccacccg 
. 780 

gacatcttcc ccctgctcac cagtttccgc tgtaagaagg agggccccac cctcagtgtg 
840 

cccatggttc agggtgaatg cctcctcaag taccagctcc gtcccaggag ggagtggcag 
900 

agggatgcca ttattacttg caatcctgag gaattcatag ttgaggcgct gcagcttccc 
960 

aacttccagc agagcgtgca ggagtacagg aggagtgcgc aggacggccc agccccagca 
1020 

gagaaaagaa gtcagtaccc agaaatcatc ttccttggaa cagggtctgc catcccgatg 
1080 

aagattcgaa atgtcagtgc cacacttgtc aacataagcc ccgacacgtc tctgctactg 
1140 
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gactgtggtg agggcacatt 
1200 

gtcctgggca ccctggctgc 
1260 

ttgccaagta tcttgctgca 
1320 

cctttgctgg tggttgcccc 
1380 

tgccaggagg tcctgcacca 
1440 

gagatctcca gtcctgcagt 
1500 

gaagagtttc agacctgtct 
1560 

cacacctctg gctggaaagt 
1620 

c 99 at 9999 a aagatgccac 
1680 

gaggaagcag tggaaaagac 
1740 

atgaacgcgg agttcattat 
1800 

ttcagcccca acttcagcga 
1860 

ggagactttc caacaatgcc 
1920 

catcgaggag atggaggagc 
1980 

cctgtccagg gagctggcag 
2040 

cacagaggag ccacaggcca 
2100 

tcagaaggct gtgtgtcttc 
2160 

gaagctgaag agcacggtcc 
2220 

gaggcttggg ctcccacata 
2280 

acagccgcgg gccaggaggc 
2340 

ggcagttttt aaagaagtca 
2400 

tgattccctg cacaccagag 
2460 

acttaacgaa aatagtattt 
2520 

aaaaaaaaaa aaaaaaaaaa 
2546 

<210> 4000 
<211> 606 
<212> PRT 

<213> Homo sapiens 



tgggcagctg tgccgtcatt 
tgtgtttgtg tcccacctgc 
gagagaacgc gccttggcat 
caaccagctc aaagcctggc 
catcagtatg attcctgcca 
ggaaagattg atcagttcgc 
ggtgcggcac tgcaagcatg 
ggtctattcc ggggacacca 
cctcctgata catgaagcca 
acacagcaca acgtcccaag 
gctgaaccac ttcagccagc 
gaaagtggga gttgcctttg 
caagctgatt ccccccactg 
gcagggagaa gcgggagctg 
gcggcctgga ggatggggag 
agaaggtcag agcccagtga 
tgccccacgc acgcacccgt 
cccaggaggc agctcaggat 
agcactagtc tatagatgcc 
tgccacacgg aagcaagcag 
tggaaacaga cggcggcacc 
acaagcagag taacaggatc 
cagctgcaat aaagattgag 
aaaaaa 



acggagacca ggtggacagg 
acgcagatca ccacacgggc 
ctttgggaaa gccgcttcac 
tccagcagta ccacaaccag 
aatgccttca ggaaggggct 
tgttgcgaac atgtgatttg 
cgtttggctg tgcgctggtg 
tgccctgcga ggctctggtc 
ccctggaaga tggtttggaa 
ccatcagcgt ggggatgcgg 
gctatgccaa ggtccccctc 
accacatgaa ggtctgcttt 
aaagccctgt ttgctggcga 
cggcaggtgc gggcggccct 
cctcagcaga agcgggccca 
agatctggga gaccctgaac 
atctgccctc cttgctggta 
aggtggtatg gagctgtgcc 
tcttaggact ggtgcctggc 
atgaactaat ttcatttcaa 
tttcctctaa tccagcaaaa 
agtgggtcta agtgtccgag 
tttgcaaaaa aaaaaaaaaa 
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<400> 4000 
Met Gly Leu Pro 
1 

Val Lys Asp Gly 
20 

Glu Glu Leu Cys 
35 

Glu Cys Pro Asp. 
50 

Phe Gin Arg Tyr 
65 

His Met Ala Pro 

Met Glu Arg Phe 
100 

Cys Ala Ser Val 
115 

Asn Leu He His 
130 

Lys Lys Glu Gly 
145 

Leu Leu Lys Tyr 

lie He Thr Cys 
180 

Pro Asn Phe Gin 
195 

Gly Pro Ala Pro 
210 

Leu Gly Thr Gly 
225 

Thr Leu Val Asn 

Glu Gly Thr Phe 
260 

Arg Val Leu Gly 
275 

Asp His His Thr 
290 

Leu Ala Ser Leu 
305 

Asn Gin Leu Lys 

Val Leu His His 
340 

Ala Glu lie Ser 
355 

Arg Thr Cys Asp 
370 

Lys His Ala Phe 
385 

Val Tyr Ser Gly 
Lys Asp Ala Thr 



Val Gly Thr Ala 
5 

Lys Ser lie Thr 

Thr Pro Pro Asp 
40 

Glu Ser Phe He 
55 

Gin Gly Lys Ala 
70 

Ala Ser Val Leu 
85 

Gly Pro Asp Thr 

His Asn Leu Arg 
120 

Pro Asp lie Phe 
135 

Pro Thr Leu Ser 
150 

Gin Leu Arg Pro 
165 

Asn Pro Glu Glu 

Gin Ser Val Gin 
200 

Ala Glu Lys Arg 
215 

Ser Ala He Pro 
230 

He Ser Pro Asp 
245 

Gly Gin Leu Cys 

Thr Leu Ala Ala 
280 

Gly Leu Pro Ser 
295 

Gly Lys Pro Leu 
310 

Ala Trp Leu Gin 
325 

lie Ser Met He 

Ser Pro Ala Val 
360 

Leu Glu Glu Phe 
375 

Gly Cys Ala Leu 
390 

Asp Thr Met Pro 
405 

Leu Leu He His 



Ala He Ala Pro 
10 

His Glu Gly Arg 
25 

Pro Gly Ala Ala 

Gin Pro He Cys 
60 

Asp Ala Pro Val 
75 

Val Asp Ser Arg 
90 

Gin His Leu Val 
105 

Ser His Lys lie 

Pro Leu Leu Thr 
140 

Val Pro Met Val 
155 

Arg Arg Glu Trp 
170 

Phe He Val Glu 
185 

Glu Tyr Arg Arg 

Ser Gin Tyr Pro 
220 

Met Lys He Arg 
235 

Thr Ser Leu Leu 
250 

Arg His Tyr Gly 
265 

Val Phe Val Ser 

He Leu Leu Gin 
300 

His Pro Leu Leu 
315 

Gin Tyr His Asn 
330 

Pro Ala Lys Cys 
345 

Glu Arg Leu He 

Gin Thr Cys Leu 
380 

Val His Thr Ser 
395 

Cys Glu Ala Leu 
410 

Glu Ala Thr Leu 



lie He Ala Ala 
15 

Glu He Leu Ala 
30 

Phe Val Val Val 
45 

Glu Asn Ala Thr 

Ala Leu Val Val 
80 

Tyr Gin Gin Trp 
95 

Leu Asn Glu Asn 
110 

Gin Thr Gin Leu 
125 

Ser Phe Arg Cys 

Gin Gly Glu Cys 
160 

Gin Arg Asp Ala 
175 

Ala Leu Gin Leu 
190 

Ser Ala Gin Asp 
205 

Glu He He Phe 

Asn Val Ser Ala 
240 

Leu Asp Cys Gly 
255 

Asp Gin Val Asp 
270 

His Leu His Ala 
285 

Arg Glu Arg Ala 

Val Val Ala Pro 
320 

Gin Cys Gin Glu 

335 

Leu Gin Glu Gly 
350 

Ser Ser Leu Leu 
365 

Val Arg His Cys 

Gly Trp Lys Val 
400 

Val Arg Met Gly 
415 

Glu Asp Gly Leu 
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420 425 430 



Glu 


Glu Glu Ala 
435 


Val 


Glu 


Lys 


Thr 
440 


His 


Ser 


Thr 


Thr 


Ser 
445 


Gin Ala 


lie 


Ser 


Val Gly Met Arg 


Met 


Asn 


Ala 


Glu 


Phe 


lie 


Met 


Leu 


Asn His 


Phe 




450 






455 










460 








Ser 


Gin Arg Tyr 


Ala 


Lys 


Val 


Pro 


Leu 


Phe 


Ser 


Pro 


Asn 


Phe Ser 


Glu 


465 






470 










475 








480 


Lys 


Val Gly Val 


Ala, Phe 


Asp 


His 


Met 


Lys 


Val 


Cys 


Phe Gly Asp 


Phe 




485 










490 








495 




Pro 


Thr Met Pro 
500 


Lys 


Leu 


lie 


Pro 


Pro 
505 


Thr 


Glu 


Ser 


Pro 


Val Cys 
510 


Trp 


Arg 


His Arg Gly Asp Gly 


Gly Ala 


Gin 


Gly 


Glu 


Ala 


Gly Ala Ala 


Ala 




515 








520 










525 






Gly Ala Gly Gly 


Pro 


Pro 


Val 


Gin 


Gly 


Ala 


Gly Arg 


Arg 


Pro Gly 


Gly 




530 






535 










540 








Trp Gly Ala Ser 


Ala 


Glu 


Ala 


Gly 


Pro 


His 


Arg Gly 


Ala 


Thr Gly 


Gin 


545 






550 










555 








560 


Glu 


Gly Gin Ser 


Pro 


Val 


Lys 


lie 


Trp 


Glu 


Thr 


Leu 


Asn 


Ser Glu 


Gly 




565 










570 








575 




Cys 


Val Ser Ser 


Ala 


Pro 


Arg 


Thr 


His 


Pro 


Tyr 


Leu 


Pro 


Ser Leu 


Leu 


580 










585 










590 




Val 


Glu Ala Glu 
595 


Glu 


His 


Gly 


Pro 
600 


Pro 


Gly 


Gly 


Ser 


Ser 
605 


Gly 





<210> 4001 

<211> 1251 

<212> DNA 

<213> Homo sapiens 

<400> 4001 

gaaagccctg cttctcaggc tgggactcag caccctcctg cccagcccac tgcccattcc 
60 

cagagctctc cagagttcaa gggctccctg gcctccctct cagacagctt gggggtgtct 
120 

gtcatggcca ccgaccagga ctcctactcc accagcagca cggaggagga gctggagcag 
180 

ttcagcagcc ccagcgtgaa gaagaagccc tccatgatcc tgggcaaggc tcggcaccgg 
240 

ctgagctttg ccagtttcag cagcatgttc cacgctttcc tctccaacaa ccgcaagctg 
300 

tacaagaagg tggtggagct ggcgcaggac aagggctcgt actttggcag cctggtgcag 
360 

gactacaagg tgtacagcct ggagatgatg gcgcgccaga cctccagcac ggagatgctg 
420 

caggagattc gcaccatgat gacccagctc aagagctacc tgctgcagag caccgagctc 
480 

aaggccctgg tggaccccgc cctgcactcc gaggaggagc tcgaagcaat tgtagagtct , 
540 

gccttgtaca aatgtgtcct gaagcccctg aaggaagcca tcaactcatg cctgcatcag 
600 

atccacagca aggatggttc gctgcagcag ctcaaggaga accagttagt gatcctggcc 
660 

accaccacca ctgacctagg tgtgaccacc agcgtgccgg aggtgcccat gatggagaag 
720 
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atcctgcaga agttcaccag catgcacaag gcctactcac ctgagaagaa gatctccatc 
780 

ctgctcaaga cctgcaaact catctacgac tccatggccc tcggcaaccc agggaagccc 
840 

tatggggcgg atgacttcct gcctgtgctc atgtatgtgc tggcccgcag caacctcacg 
900 

gagatgcttc tcaatgtgga gtacatgatg gagctcatgg accccgccct gcagctgggg 
960 

gagggttcct actatctgac caccacctac ggggccctgg agcacatcaa gagctacgac 
1020 

aagatcacgg tgacccggca gctgagtgtg gaggtgcagg actccatcca ccgctgggag 
1080 

cgccggcgta ctctcaacaa ggcccgggcc tcccgctcct ccgtacagga cttcatctgc 
1140 

gtgtcgtacc tggagcccga gcagcaggcg cggacgctgg cgtcgcgggc ggacacccag 
1200 

gcccaggcgc tgtgcgcgca gtgcgcggag aagttcgcgg tggagcggcc g 
1251 

<210> 4002 
<211> 417 
<212> PRT 

<213> Homo sapiens 
<400> 4002 

Glu Ser Pro Ala Ser Gin Ala Gly Thr Gin His Pro Pro Ala Gin Pro 

15 10 15 

Thr Ala His Ser Gin Ser Ser Pro Glu Phe Lys Gly Ser Leu Ala Ser 

20 25 30 

Leu Ser Asp Ser Leu Gly Val Ser Val Met Ala Thr Asp Gin Asp Ser 

35 40 45 

Tyr Ser Thr Ser Ser Thr Glu Glu Glu Leu Glu Gin Phe Ser Ser Pro 

50 55 60 

Ser Val Lys Lys Lys Pro Ser Met lie Leu Gly Lys Ala Arg His Arg 
65 70 75 80 

Leu Ser Phe Ala Ser Phe Ser Ser Met Phe His Ala Phe Leu Ser Asn 

85 90 95 

Asn Arg Lys Leu Tyr Lys Lys Val Val Glu Leu Ala Gin Asp Lys Gly 

100 105 HO 

Ser Tyr Phe Gly Ser Leu Val Gin Asp Tyr Lys Val Tyr Ser Leu Glu 

115 120 125 

Met Met Ala Arg Gin Thr Ser Ser Thr Glu Met Leu Gin Glu lie Arg 

130 135 140 

Thr Met Met Thr Gin Leu Lys Ser Tyr Leu Leu Gin Ser Thr Glu Leu 
145 150 155 160 

Lys Ala Leu Val Asp Pro Ala Leu His Ser Glu Glu Glu Leu Glu Ala 

165 1/0 175 

lie Val Glu Ser Ala Leu Tyr Lys Cys Val Leu Lys Pro Leu Lys Glu 

180 185 190 

Ala He Asn Ser Cys Leu His Gin He His Ser Lys Asp Gly Ser Leu 

195 200 205 

Gin Gin Leu Lys Glu Asn Gin Leu Val lie Leu Ala Thr Thr Thr Thr 

210 215 220 

Asp Leu Gly- Val Thr Thr Ser Val Pro Glu Val Pro Met Met Glu Lys 
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225 230 235 



He 


Leu 


Gin 


Lys 


Phe 


Thr 


Ser 


Met 


His 


Lys 


Ala Tyr 


Ser 


Pro 


Glu 


Lys 










245 










250 








255 




Lys 


Ile^ 


Ser 


He 


Leu 


Leu 


Lys 


Thr 


Cys 


Lys 


Leu He 


Tyr 


Asp 


Ser 


Met 






260 










265 








270 






Ala 


Leu 


Gly Asn 


Pro 


Gly Lys 


Pro 


Tyr Gly Ala Asp 


Asp 


Phe 


Leu 


Pro 






275 










280 








285 








Val 


Leu 


Met 


Tyr 


Val 


Leu 


Ala 


Arg 


Ser 


Asn 


Leu Thr 


Glu 


Met 


Leu 


Leu 




290 










295 








300 










Asn 


Val 


Glu 


Tyr 


Met 


Met 


Glu 


Leu 


Met 


Asp 


Pro Ala 


Leu Gin Leu Gly 


305 










310 










315 








320 


Glu Gly 


Ser 


Tyr 


Tyr 


Leu 


Thr 


Thr 


Thr 


Tyr 


Gly Ala 


Leu 


Glu 


His 


He 










325 










330 








335 




Lys 


Ser 


Tyr 


Asp 


Lys 


lie 


Thr 


Val 


Thr 


Arg 


Gin Leu 


Ser 


Val 


Glu 


Val 








340 










345 








350 






Gin 


Asp 


Ser 


He 


His 


Arg 


Trp 


Glu 


Arg 


Arg 


Arg Thr 


Leu 


Asn 


Lys 


Ala 






355 










360 








365 








Arg 


Ala 


Ser 


Arg 


Ser 


Ser 


Val 


Gin 


Asp 


Phe 


He Cys 


Val 


Ser 


Tyr 


Leu 




370 










375 








380 










Glu 


Pro 


Glu 


Gin 


Gin 


Ala 


Arg 


Thr 


Leu 


Ala 


Ser Arg 


Ala 


Asp 


Thr 


Gin 


385 










390 










3 95 








400 


Ala 


Gin 


Ala 


Leu 


Cys 


Ala 


Gin 


Cys 


Ala 


Glu 


Lys Phe 


Ala 


Val 


Glu 


Arg 



405 410 415 

Pro 



<210> 4003 
<211> 581 
<212> DNA 

<213> Homo sapiens 
<400> 4003 

ngccggctcc gtcgcgggct gcgtggcgcc ttcctcatgg cgcgccagcg gccggagctg 
60 

ctctgcgggg ccgtggcgct cggctgcgcg ctgctcctcg ccctcaagtt cacctgcagt 
120 

cgagcaaaag atgtgataat accagcaaag ccacctgtca gctttttctc cttgaggtct 
180 

ccagtccttg acctcttcca ggggcagctg gattatgcag agtacgttcg acgggattca 
240 

gaggtggtac tgctcttctt ctatgcccct tggtgtggac agtccatcgc tgccagggca 
300 

gaaattgagc aagcagcaag tcggctttca gatcaggtgt tgtttgtggc aattaactgt 
360 

tggtggaacc aggggaaatg cagaaaacag aaacacttct tttattttcc tgtaatatat 
420 

ctgtatcatc ggagttttgg accaatcgaa tacaaaggcc cccatgagtg ctgtttacat 
480 

tgagaagttt gtccgccggg tgatgaaacc acttctctac atcccatctc aatcagaatt 
540 

actagatttt ctctcaaact acgagcctgg agtactcgcg a 
581 

<210> 4004 
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<211> 160 

<212> PRT ' . 

<213> Homo sapiens 

<400> 4004 

Xaa Arg Leu Arg Arg Gly Leu Arg Gly Ala Phe Leu Met Ala Arg Gin 

1 5 10 15 

Arg Pro Glu Leu Leu Cys Gly Ala Val Ala Leu Gly Cys Ala Leu Leu 

20 25 30 

Leu Ala Leu Lys Phe Thr Cys Ser Arg Ala Lys Asp Val lie lie Pro 

35 40 45 

Ala Lys Pro Pro Val Ser Phe Phe Ser Leu Arg Ser Pro Val Leu Asp 

50 55 60 

Leu Phe Gin Gly Gin Leu Asp Tyr Ala Glu Tyr Val Arg Arg Asp Ser 
65 70 75 80 

Glu Val Val Leu Leu Phe Phe Tyr Ala Pro Trp Cys Gly Gin Ser lie 

85 90 95 

Ala Ala Arg Ala Glu He Glu Gin Ala Ala Ser Arg Leu Ser Asp Gin 

100 105 HO 

Val Leu Phe Val Ala He Asn Cys Trp Trp Asn Gin Gly Lys Cys Arg 

115 120 125 

Lys Gin Lys His Phe Phe Tyr Phe Pro Val He Tyr Leu Tyr His Arg 

130 135 140 

Ser Phe Gly Pro He Glu Tyr Lys Gly Pro His Glu Cys Cys Leu His 
145 150 155 160 

<210> 4005 
<211> 666 
<212> DNA 

<213> Homo sapiens 
<400> 4005 

ggtaccttgg aggatggtgc caagcagcac aatctaacag cagtcaatgt ccgaaacatc 
60 

cttcatgaag taatcacaaa tgaacacgtg gtagctatga tgaaagcagc catcagtgag 
120 

acggaagata tgccaatgtt tgagcctaaa atgacacgct ctaaactgaa ggaagtagtg 
180 

gaaaaaggaa tggtaattcc aacatggaat atttcaccaa ttaagaaggc caatgaaatt 
240 

aagcctcctc agtttgtgga tatccacctt gaagaagatg attcctcaga tgaagaatac 
300 

cagccggatg atgaagaaga agatgaaact gctgaagaga gcttattgga aagtgatgtt 
360 

gaaagcactg cttcatctcc acgtggggca aagaaatcca gattgaggca gtcttctgag 
420 

atgactgaaa cagatgagga gagtggcata ttatcagagg ctgagaaagt caccacacca 
480 

gccatcaggc acatcagtgc tgaggtagtg cccatggggc ccccgccccc tccaaagccg 
540 

aaacagacca gagatagtac tttcatggag aagttacatg cggtagatga ggagctggct 
600 

tccagtccag tctgcatgga ttctttccag cccatggatg acagtctcat tgcatttcga 
660 
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acgcgt 




























666 




























<210> 4006 




























<211> 222 




























<212> PRT 




























<213> Homo sapiens 
























<400> 4006 




























Gly Thr Leu 


Glu 


Asp 


Gly Ala 


Lys 


Gin 


His 


Asn 


Leu 


Thr 


Ala 


Val 


Asn 


1 




5 










10 










15 




Val Arg Asn 


He 


Leu 


His 


Glu 


Val 


lie 


Thr 


Asn 


Glu 


His 


Val 


Val 


Ala 




20 










25 










30 






Met Met Lys 


Ala 


Ala 


He 


Ser 


Glu 


Thr 


Glu 


Asp 


Met 


Pro 


Met 


Phe 


Glu 


35 










40 










45 








Pro Lys Met 


Thr 


Arg 


Ser 


Lys 


Leu 


Lys 


Glu 


Val 


Val 


Glu 


Lys 


Gly Met 


50 








55 










60 










Val lie Pro 


Thr 


Trp 


Asn 


He 


Ser 


Pro 


He 


Lys 


Lys 


Ala 


Asn 


Glu 


He 


65 






70 










75 










80 


Lys Pro Pro 


Gin 


Phe 


Val 


Asp 


He 


His 


Leu 


Glu 


Glu 


Asp 


Asp 


Ser 


Ser 




85 










90 










95 




Asp Glu Glu 


Tyr 


Gin 


Pro 


Asp 


Asp 


Glu 


Glu 


Glu 


Asp 


Glu 


Thr 


Ala 


Glu 


100 










105 










110 






Glu Ser Leu 


Leu 


Glu 


Ser 


Asp 


Val 


Glu 


Ser 


Thr 


Ala 


Ser 


Ser 


Pro 


Arg 


115 










120 










125 








Gly Ala Lys 


Lys 


Ser 


Arg 


Leu 


Arg 


Gin 


Ser 


Ser 


Glu 


Met 


Thr 


Glu 


Thr 


130 








135 










140 










Asp Glu Glu 


Ser 


Gly 


He 


Leu 


Ser 


Glu 


Ala 


Glu 


Lys 


Val 


Thr 


Thr 


Pro 


145 






150 










155 










160 


Ala He Arg 


His 


lie 


Ser 


Ala 


Glu 


Val 


Val 


Pro 


Met 


Gly 


Pro 


Pro 


Pro 






165 










170 










175 




Pro Pro Lys 


Pro 


Lys 


Gin 


Thr 


Arg 


Asp 


Ser 


Thr 


Phe 


Met 


Glu 


Lys 


Leu 




180 










185 










190 






His Ala Val 


Asp 


Glu 


Glu 


Leu 


Ala 


Ser 


Ser 


Pro 


Val 


Cys 


Met 


Asp 


Ser 


195 










200 










205 








Phe Gin Pro 


Met 


Asp 


Asp 


Ser 


Leu 


He 


Ala 


Phe 


Arg 


Thr 


Arg 







210 215 220 



<210> 4007 
<2H> 2313 
<212> DNA 

<213> Homo sapiens 
<400> 4007 

ngaattcttc cttggcttcg agtctctcag ccggccgcgc tctccgatgc ccagccctcc 
60 

tggaaccacc tcgcctgtga cgtaggtgga gcgcgcactg cctccgggcc cgtctttctc 
120 

aattgggacc ggaaaacgtt gtcgctcatc ctatgacgcg aaagtaaccg agactatcag 
180 

gatccggaga cggaaatgtc cgaaggccgc agtacttgac cctgtatttt gggagtcgaa 
240 

cggagaatgg aaactgaaag tggaaatcag gaaaaggtaa tggaagaaga aagcactgaa 
300 
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aagaaaaaag aagttgaaaa aaagaaacgg tcacgagtta aacaggtgct tgcagatatt 
360 

gctaagcaag tggacttctg gtttggggat gcaaatcttc acaaggatag atttcttcga 
420 , 

gaacagatag aaaaatctag agatggatat gttgatatat cactacttgt gtcttttaac 
480 

aaaatgaaaa aattgactac tgatgggaag ttaattgcca gagcattgag aagttcagct 
540 

gttgtagagc ttgatttgga aggcaccaga atccggagga aaaaacctct gggggaaaga 
600 

ccaaaggatg aggatgaacg cacagtgtat gtggagttac ttcccaaaaa tgttaatcac 
660 

agctggattg aaagagtatt tgggaaatgt ggcaatgttg tttatataag tataccacat 
720 

tataagtcta ctggagatcc aaagggattt gcgtttgtgg aatttgaaac aaaagaacaa 
780 

gcagcaaaag caattgagtt tcttaacaac ccaccagaag aagcaccaag aaaacctggc 
840 

atatttccta aaacagtgaa aaataagccc attccagcct taagagttgt ggaagagaag 
900 

aaaaagaaaa agaagaagaa aggccgaatg aaaaaggaag acaatatcca agccaaagaa 
960 

gaaaacatgg acacaagcaa caccagcatc agtaaaatga aaagatccag acccacatct 
1020 

gagggctctg acattgagtc cactgaaccc caaaagcagt gctcaaagaa aaagaaaaaa 
1080 

cgggacagag ttgaagcatc. .tagcttacct gaagtcagaa cagggaagag gaagagaagc 
1140 

agctctgaag atgcagaatc cctagctccc cgatcaaaag taaagaaaat tattcagaaa 
1200 

gacatcatta aggaagcatc agaagcttcc aaggaaaata gagatataga aatctctact 
1260 

gaagaggaaa aggatactgg agatctaaaa gatagctctc tcttgaaaac aaaaaggaaa 
1320 

cataagaaaa aacataaaga gagacataaa atgggagaag aagttatacc attaagagtg 
1380 

ctatcaaaga gcgaatggat ggatttgaaa aaagagtatt tagcgctaca aaaagctagc 
1440 

atggcttctt taaaaaaaac aatatcccaa ataaaatcag agtcagaaat ggaaacagac 
1500 

agtggagtac ctcaaaacac tggaatgaaa aatgaaaaaa cagccaacag ggaagagtgt 
1560 

cgcacccagg agaaagttaa tgcaacagga ccacagttcg tgagtggagt gattgtgaag 
1620 

atcattagca cagagcctct acctggcagg aaacaagtcc gggatacttt ggcagcaatc 
1680 

tcagaagttc tttatgttga tttgctagaa ggggatacag aatgccatgc tagatttaaa 
1740 

actcctgagg atgctcaagc agtaataaat gcctatacag aaattaacaa gaaacactgc 
1800 

tggaaactcg agatcctttc tggtgatcac gaacaaaggt attggcagaa gattttggtt 
1860 

gatagacagg caaaacttaa tcagcctcgg gaaaagaaaa gaggcactga aaagttaatc 
1920 
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accaaagctg aaaagattag actggcaaag actcaacaag cgagtaaaca tataagattt 
1980 

tctgaatatg attgaaaaaa aaaacagttc acctcttaat acttcacaag atacttgagc 
2040 

tgttcttggg agattcactt ttattatggt agcactgcat aattaatgtg tttttaatta 
2100 

aaagaaatat ctttgttcct taacttgtaa ataagacttt tttctagaga caaatatgat 
2160 

gtataccaca atttttctta aacattttat ttgttgaaat tatcttagat gtcagtgtca 
2220 

ggtgatttag taaataaatg tgttttgaac attaaaaaaa aaaaaaaaaa aaaaaaaaaa 
2280 

aaaaaaaaaa aaagaaaaaa aaaaaaaaaa aaa 
2313 

<210> 4008 

<211> 290 

<212> PRT 

<213> Homo sapiens 

<400> 4008 

Gly Lys Arg Lys Arg Ser Ser Ser Glu Asp Ala Glu Ser Leu Ala Pro 

1 5 10 15 

Arg Ser Lys Val Lys Lys He He Gin Lys Asp He He Lys Glu Ala 

20 .25 30 

Ser Glu Ala Ser Lys Glu Asn Arg Asp He Glu He Ser Thr Glu Glu 

35 40 45 

Glu Lys Asp Thr Gly Asp Leu Lys Asp Ser Ser Leu Leu Lys Thr Lys 

50 55 60 

Arg Lys His Lys Lys Lys His Lys Glu Arg His Lys Met Gly Glu Glu 
65 70 75 80 

Val He Pro Leu Arg Val Leu Ser Lys Ser Glu Trp Met Asp Leu Lys 

85 90 95 

Lys Glu Tyr Leu Ala Leu Gin Lys Ala Ser Met Ala Ser Leu Lys Lys 

100 _ 105 110 

Thr He Ser Gin He Lys Ser Glu Ser Glu Met Glu Thr Asp Ser Gly 

115 120 125 

Val Pro Gin Asn Thr Gly Met Lys Asn Glu Lys Thr Ala Asn Arg Glu 

130 135 140 

Glu Cys Arg Thr Gin Glu Lys Val Asn Ala Thr Gly Pro Gin Phe Val 
145 150 155 160 

Ser Gly Val He Val Lys lie He Ser Thr Glu Pro Leu Pro Gly Arg 

165 170 175 

Lys Gin Val Arg Asp Thr Leu Ala Ala He Ser Glu Val Leu Tyr Val 

180 185 190 

Asp Leu Leu Glu Gly Asp Thr Glu Cys His Ala Arg Phe Lys Thr Pro 

195 200 205 

Glu Asp Ala Gin Ala Val He Asn Ala Tyr Thr Glu He Asn Lys Lys 

210 215 220 

His Cys Trp Lys Leu Glu He Leu Ser Gly Asp His Glu Gin Arg Tyr 
225 230 235 240 

Trp Gin Lys He Leu Val Asp Arg Gin Ala Lys Leu Asn Gin Pro Arg 

245 250 255 

Glu Lys Lys Arg Gly Thr Glu Lys Leu He Thr Lys Ala Glu Lys He 
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260 265 270 

Arg Leu Ala Lys Thr Gin Gin Ala Ser Lys His lie Arg Phe Ser Glu 
275 280 285 

Tyr Asp 
290 

<210> 4009 

<211> 675 

<212> DNA 

<213> Homo sapiens 

<400> 4009 

nnagatcttt cgcttgcctt ttgtccttcc tcttctttgg aaaacatgtc tgtccaagat 
60 

ccagcatcat cacccagtat acaagatggt ggtctaatgc aagcctctgt acccggtcct 
120 

tcagaagaac cagtagttta taatccaaca acagctgcct tcatctgtga ctcacttgtg 
180 

aatgaaaaaa ccataggcag tcctcctaat gagttttact gttctgaaaa cacttctgtc 
240 

cctaacgaat ctaacaagat tcttgttaat aaagatgtac ctcagaaacc aggaggtgaa 
300 

accacacctt cagtaactga cttactaaat tattttttgg ctccagagat tcttactggt 
360 

gataaccaat attattgtga aaactgtgcc tctctgcaaa atgctgagaa aactatgcaa 
420 

atcacggagg aacctgaata ccttattctt actctcctga gattttcata tgatcagaag 
480 

tatcatgtga gaaggaaaat tttagacaat gtatcactgc cactggtttt ggagttgcca 
540 

gttaaaagaa ttacttcttt ctcttcattg tcagaaagtt ggtctgtaga tgttgacttc 
600 

actgatctta gtgagaacct tgctaaaaaa ttaaagcctt cagggactga tgaagcttcc 
660 

tgcacaaaat tggtg 
675 

<210> 4010 
<211> 225 
<212> PRT 

< 2 1 3 > Homo sapiens 
<400> 4010 

Xaa Asp Leu Ser Leu Ala Phe Cys Pro Ser Ser Ser Leu Glu Asn Met 

1 5 10 15 

Ser Val Gin Asp Pro Ala Ser Ser Pro Ser He Gin Asp Gly Gly Leu 

20 25 30 

Met Gin Ala Ser Val Pro Gly Pro Ser Glu Glu Pro Val Val Tyr Asn 

35 40 45 

Pro Thr Thr Ala Ala Phe He Cys Asp Ser Leu Val Asn Glu Lys Thr 

50 55 60 

He Gly Ser Pro Pro Asn Glu Phe Tyr Cys Ser Glu Asn Thr Ser Val 
65 70 75 80 

Pro Asn Glu Ser Asn Lys He Leu Val Asn Lys Asp Val Pro Gin Lys 
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85 90 95 



Pro 


Gly 


Gly Glu 


Thr 


Thr 


Pro 


Ser 


Val 


Thr Asp 


Leu 


Leu 


Asn 


Tyr 


Phe 








100 










105 










110 






Leu 


Ala 


Pro 


Glu 


lie 


Leu 


Thr 


Gly Asp 


Asn 


Gin 


Tyr 


Tyr 


Cys 


Glu 


Asn 






115 










120 










125 








Cys 


Ala 


Ser 


Leu 


Gin 


Asn 


Ala 


Glu 


Lys 


Thr 


Met 


Gin 


He 


Thr 


Glu 


Glu 




130 










135 










140 










Pro 


Glu 


Tyr 


Leu 


lie 


Leu 


Thr 


Leu 


Leu 


Arg 


Phe 


Ser 


Tyr Asp 


Gin 


Lys 


145 










150 










155 










160 


Tyr 


His 


val 


Arg 


Arg 


Lys 


lie 


Leu 


Asp 


Asn 


Val 


Ser 


Leu 


Pro 


Leu 


Val 










165 










170 










175 




Leu 


Glu 


Leu 


Pro 


Val 


Lys 


Arg 


He 


Thr 


Ser 


Phe 


Ser 


Ser 


Leu 


Ser 


Glu 








180 










185 










190 






Ser 


Trp 


Ser 


Val 


Asp 


Val 


Asp 


Phe 


Thr 


Asp 


Leu 


Ser 


Glu 


Asn 


Leu 


Ala 






195 










200 










205 








Lys 


Lys 


Leu 


Lys 


Pro 


Ser Gly 


Thr 


Asp 


Glu 


Ala 


Ser 


Cys 


Thr 


Lys 


Leu 




210 










215 










220 











Val 
225 

<210> 4011 

<211> 1371 

<212> DNA 

<213> Homo sapiens 

<400> 4011 

ctgcaggacg tggttccgac agtcaagatg gcgggagcag ctacccaggc ttccctggag 
60 

tcggccccac ggatcatgcg gctggtggcc gaatgcagcc gctccagggc ccgggcaggc 
120 

gagctgtggc tgccgcatgg gacagtggcc actcctgtgt tcatgccagt gggcacgcag 
180 

gccaccatga agggcatcac gaccgaacag ctggacgctc tgggttgccg catctgcctg 
240 

ggcaatacct accatctggg tctaaggccg ggacccgagc tgatccagaa agccaacggt 
300 

ctccacggct tcatgaattg gcctcataat ctgctaacgc tttgcggtgg ggtttccctt 
360 

gacagcggcg gtttccagat ggtgtcgctg gtgtctctgt ccgaggtgac ggaggagggc 
420 

gtccgcttcc gctcccccta cgacggcaat gagaccctgc tgagcccgga gaaatccgtg 
480 

cagatccaga atgcgctggg ctcggacatc atcatgcagc tggacgacgt ggttagcagt 
540 

actgtgactg ggccacgtgt ggaggaggcc atgtacaggt caatccgctg gctggaccgg 
600 

tgcattgcag cccatcagcg gccggacaag cagaacctct tcgccattat ccagggtggg 
660 

ctggacgcag atctccgggc cacctgcctt gaagagatga ccaagcgaga cgtgcctggc 
720 

ttcgccatcg ggggcctgag cgggggtgag agcaagtcgc agttctggcg gatggtggcg 
780 

ctgagcacct ctcggctgcc gaaggacaag ccccgatatc tgatgggggt tggctatgcc 
840 
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actgatctgg tagtctgcgt ggctcttgga tgtgacatgt tcgactgcgt cttccccaca 
900 

cggacagcgc gctttggctc tgccctggtg cccactggga acctgcagtt gaggaagaag 

960 . 

gtgtttgaga aggacttcgg ccccatagac ccggagtgca cctgccccac gtgccaaaag 

1020 

cacagccgcg ccttcctgca cgcactgctg cacagtgaca acacggccgc gctgcaccac 
1080 

ctcacggtcc acaacatcgc ctaccagctg cagctcatga gcgccgtccg caccagcatc 
1140 

gtggagaagc gcttcccgga cttcgtgcgg gacttcatgg gcgccatgta cggggatccc 
1200 

accctctgtc ccacctgggc cactgacgct ctggcctctg tgggaatcac actgggctga 
126 0 

cctggcattg ggagagggag ggaggaagga agggagggag gggctggaag atactgaagg 
1320 

attccttttt gaaaggtttt ttttattgta aaaaaaaaaa aaaaaaaaaa a 
1371 

<210> 4012 
<211> 419 
<212> PRT 

<213> Homo sapiens 
<400> 4012 

Leu Gin Asp Val Val Pro Thr Val Lys Met Ala Gly Ala Ala Thr Gin 

1 5 10 15 

Ala Ser Leu Glu Ser Ala Pro Arg He Met Arg Leu Val Ala Glu Cys 

20 25 30 

Ser Arg Ser Arg Ala Arg Ala Gly Glu Leu Trp Leu Pro His Gly Thr 

35 40 45 

Val Ala Thr Pro Val Phe Met Pro Val Gly Thr Gin Ala Thr Met Lys 

50 55 60 

Gly lie Thr Thr Glu Gin .Leu Asp Ala Leu Gly Cys Arg lie Cys Leu 
65 70 75 80 

Gly Asn Thr Tyr His Leu Gly Leu Arg Pro Gly Pro Glu Leu He Gin 

85 90 95 

Lys Ala Asn Gly Leu His Gly Phe Met Asn Trp Pro His Asn Leu Leu 

100 105 HO 

Thr Leu Cys Gly Gly Val Ser Leu Asp Ser Gly Gly Phe Gin Met Val 

115 120 125 

Ser Leu Val Ser Leu Ser Glu Val Thr Glu Glu Gly Val Arg Phe Arg 

130 135 140 

Ser Pro Tyr Asp Gly Asn Glu Thr Leu Leu Ser Pro Glu Lys Ser Val 
145 150 155 160 

Gin lie Gin Asn Ala Leu Gly Ser Asp He He Met Gin Leu Asp Asp 

165 170 175 

Val Val Ser Ser Thr Val Thr Gly Pro Arg Val Glu Glu Ala Met Tyr 

180 185 190 

Arg Ser lie Arg Trp Leu Asp Arg Cys He Ala Ala His Gin Arg Pro 

195 200 205 

Asp Lys Gin Asn Leu Phe Ala lie lie Gin Gly Gly Leu Asp Ala Asp 

210 215 220 

Leu Arg Ala Thr Cys Leu Glu Glu Met Thr Lys Arg Asp Val Pro Gly 
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225 230 235 240 

Phe Ala lie Gly Gly Leu Ser Gly Gly Glu Ser Lys Ser Gin Phe Trp 

245 250 255 

Arg Met Val Ala Leu Ser Thr Ser Arg Leu Pro Lys Asp Lys Pro Arg- 

260 265 270 

Tyr Leu Met Gly Val Gly Tyr Ala Thr Asp Leu Val Val Cys Val Ala 

275 280 285 

Leu Gly Cys Asp Met Phe Asp Cys Val Phe Pro Thr Arg Thr Ala Arg 

290 295 300 

Phe Gly Ser Ala Leu Val Pro Thr Gly Asn Leu Gin Leu Arg Lys Lys 
305 310 315 320 

Val Phe Glu Lys Asp Phe Gly Pro lie Asp Pro Glu Cys Thr Cys Pro 

325 330 335 

Thr Cys Gin Lys His Ser Arg Ala Phe Leu His Ala Leu Leu His Ser 

340 345 350 

Asp Asn Thr Ala Ala Leu His His Leu Thr Val His Asn He Ala Tyr 

355 360 365 

Gin Leu Gin Leu Met Ser Ala Val Arg Thr Ser He Val Glu Lys Arg 

370 375 380 

Phe Pro Asp Phe Val Arg Asp Phe Met Gly Ala Met Tyr Gly Asp Pro 
385 390 395 400 

Thr Leu Cys Pro Thr Trp Ala Thr Asp Ala Leu Ala Ser Val Gly He 
405 410 415 

Thr Leu Gly 

<210> 4013 
<211> 1419 
<212> DNA 

<213> Homo sapiens 
<400> 4013 

nggatcccta tggtggaata taaactcgac agcgagggca ccccctgcga gtataaaacc 
60 

cccttcagga ggaacaccac gtggcaccgg gtgcccactc ctgccctgca gcccctctct 
120 

agagcttccc ccatccccgg cacgcccgac cggctgccgt gccaacagct gctccagcag 
180 

gcccaggctg ccattcctcg aagcacctcc ttcgaccgga agctgcccga tggcacgaga 
240 

agctcaccca gcaaccagtc atcctccagc gaccctggac ccggcgggag cggaccctgg 
300 

agaccacaag tgggctacga cgggtgccag tcccctctac tgctcgaaca ccagggctca 
360 

ggccctttgg aatgtgacgg agccagggag agggaagaca ccatggaagc aagcaggcac 
420 

ccggaaacca aatggcatgg cccaccttcc aaagtcctgg gttcctataa agaaagagct 
480 

ctgcagaaag atggaagttg caaagattcc cccaataagc tttctcacat tggggataaa 
540 

agttgctcca gtcactccag cagcaacacg ctctccagca acacctccag caacagtgac 
600 

gacaagcact ttgggtctgg cgacctgatg gaccccgaat tactggggct gacctacatc 
660 
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aaaggggcct ccaccgacag 
720 

ggccctgtgc acctggcagg 
780 

gatgctgccg acgtctctgg 
840 

tacgcgtcca ccatctccgc 
900 

atatcctctc attccagtgg 
960 

agtagtgggt ctctggattc 
1020 

gttcccgggt ccatgtccaa 
1080 

ggctggaaga aatcggaggg 
1140 

gggatgtata gtgagttgga 
1200 

gatgctgttg cagagactca 
1260 

cctgacagcc ccttagtgga 
1320 

ccaaggaggt cgctttaccg 
1380 

tcctcctttg gcagttcccg 
1419 

<210> 4014 
<211> 473 
<212> PRT 
<213> Homo sapiens 

<400> 4014 
Xaa lie Pro Met Val Glu 

1 5 
Glu Tyr Lys Thr Pro Phe 
20 

Thr Pro Ala Leu Gin Pro 
35 

Pro Asp Arg Leu Pro Cys 
50 

lie Pro Arg Ser Thr Ser 
65 70 
Ser Ser Pro Ser Asn Gin 
85 

Ser Gly Pro Trp Arg Pro 
100 

Leu Leu Leu Glu His Gin 
115 

Arg Glu Arg Glu Asp Thr 
130 

Trp His Gly Pro Pro Ser 
145 . 150 

Leu Gin Lys Asp Gly Ser 



tggcatcgac acggccccct 
cagcaggtcc ctgatccaca 
gcctgacgac gagccagcca 
cggcagtgct gcggaaggca 
ttctcaccat tcaggaagcc 
atccaaagtc tacatcgtgt 
gccctaccac agacaagggg 
cagcccaccg cccgaggagc 
tgtcatgtcc acagcaactc 
acatgttctg tctaaagaag 
ggaggggcga agaaagtttt 
cacgctgtct gacgagagca 
gagttccgtg cttgaccag 



Tyr Lys Leu Asp Ser 
10 

Arg Arg Asn Thr Thr 
25 

Leu Ser Arg Ala Ser 
40 

Gin Gin Leu Leu Gin 
55 

Phe Asp Arg Lys Leu 
75 

Ser Ser Ser Ser Asp 
90 

Gin Val Gly Tyr Asp 
105 

Gly Ser Gly Pro Leu 
120 

Met Glu Ala Ser Arg 
135 

Lys Val Leu Gly Ser 
155 

Cys Lys Asp Ser Pro 



gcatgcctgc caccatcctc 
gccgggccga gcagtgggct 
agttatattc tgtgcatggc 
gcatgggcga tctcagtgag 
cttcagctca ctgttcaaaa 
ctcacagcag cggacaacag 
cagtgaacaa atatgtcatc 
ctgaagtgac tgaatgtccc 
agcatcagac agtggtggga 
attttctgaa attgatgctt 
cgttctatgg gaacctgtct 
tctgcagcaa caggaggggg 



Glu Gly Thr Pro Cys 
15 

Trp His Arg Val Pro 
30 

Pro He Pro Gly Thr 
45 

Gin Ala Gin Ala Ala 
60 

Pro Asp Gly Thr Arg 
80 

Pro Gly Pro Gly Gly 
95 

Gly Cys Gin Ser Pro 
110 

Glu Cys Asp Gly Ala 
125 

His Pro Glu Thr Lys 
140 

Tyr Lys Glu Arg Ala 
160 

Asn Lys Leu Ser His 
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165 170 175 

lie Gly Asp Lys Ser Cys Ser Ser His Ser Ser Ser Asn Thr Leu Ser 

180 185 190 

Ser Asn Thr Ser Ser Asn Ser Asp Asp Lys His Phe Gly Ser Gly Asp 

195 200 205 

Leu Met Asp Pro Glu Leu Leu Gly Leu Thr Tyr lie Lys Gly Ala Ser 

210 215 220 

Thr Asp Ser Gly lie Asp Thr Ala Pro Cys Met Pro Ala Thr lie Leu 
225 230 235 240 

Gly Pro Val His Leu Ala Gly Ser Arg Ser Leu lie His Ser Arg Ala 

245 250 255 

Glu Gin Trp Ala Asp Ala Ala Asp Val Ser Gly Pro Asp Asp Glu Pro 

260 265 270 

Ala Lys Leu Tyr Ser Val His Gly Tyr Ala Ser Thr lie Ser Ala Gly 

275 280 285 

Ser Ala Ala Glu Gly Ser Met Gly Asp Leu Ser Glu lie Ser Ser His 

290 295 300 

Ser Ser Gly Ser His His Ser Gly Ser Pro Ser Ala His Cys Ser Lys 
305 310 315 320 

Ser Ser Gly Ser Leu Asp Ser Ser Lys Val Tyr lie Val Ser His Ser 

325 330 335 

Ser Gly Gin Gin Val Pro Gly Ser Met Ser Lys Pro Tyr His Arg Gin 

340 345 350 

Gly Ala Val Asn Lys Tyr Val lie Gly Trp Lys Lys Ser Glu Gly Ser 

355 360 365 

Pro Pro Pro Glu Glu Pro Glu Val Thr Glu Cys Pro Gly Met Tyr Ser 

370 375 380 

Glu Leu Asp Val Met Ser Thr Ala Thr Gin His Gin Thr Val Val Gly 
385 390 395 400 

Asp Ala Val Ala Glu Thr Gin His Val Leu Ser Lys Glu Asp Phe Leu 

405 410 415 

Lys Leu Met Leu Pro Asp Ser Pro Leu Val Glu Glu Gly Arg Arg Lys 

420 425 430 

Phe Ser Phe Tyr Gly Asn Leu Ser Pro Arg Arg Ser Leu Tyr Arg Thr 

435 440 445 

Leu Seir Asp Glu Ser lie Cys Ser Asn Arg Arg Gly Ser Ser Phe Gly 

450 455 460 

Ser Ser Arg Ser Ser Val Leu Asp Gin 
465 470 

<210> -4015 
<211> 823 
<212> DNA 

<213 > Homo sapiens 
<400> 4015 

cgcttcgaga agcagaagta cctttccacg ccggacagaa tagatcttgc tgagtccctg 
60 

ggcctgagcc agttgcaggt gaagacgtgg taccagaatc ggaggatgaa gtggaagaaa 
120 

atagtgctgc agggcggcgg cctggagtct cccaccaagc ccaaggggcg gcccaagaag 
180 

aactcaattc caacgagcga gcagcttact gagcaggagc gcgccaagga tgcagagaaa 
240 
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cccgcggagg tgccgggcga gcccagcgac aggagccgcg aggactgagg gcggtatacg 
300 

gtgcggggcc tgggatgccc gcgccacccg cagccccctc actcggcgga aacccgcgag 
360 

ccggcccttc cgcgtccaag aagtttactt cctaagcctt ttattatgat cttgaatgcg 
420 

gacaattggg gccaaacgag gaaggacaca gacccaaaag ccagacccag gtcccagcgc 
480 

gcttctgggc tctaacctgg gagactcgca tccagcccgg cggaagctac agtctctacc 
540 

ctgagctccg tggcgcagag cgctccacgc gtattcacgc cccgctcctc gcctgcaccc 
600 

ccgccccgtc tggggcctgc cctcccggcc ggggagcctc caggcacaca cccgcttctg 
660 

gacgtcgggg acccagcggt tgggctcagc cacaacggcc tgagattgcc ccggggcaac 
720 

ccgtcggcat gcctggaggc cgggtccccg atgtcgctgg ggcccctacc ccctcgtgcg 
780 

aagacggtga ctttttttcc aataaaatat tttatgacac aaa 
823 

<210> 4016 

<211> 95 

<212> PRT 

<213> Homo sapiens 

<400> 4016 

Arg Phe Glu Lys Gin Lys Tyr Leu Ser Thr Pro Asp Arg lie Asp Leu 

1 5 10 . 15 

Ala Glu Ser Leu Gly Leu Ser Gin Leu Gin Val Lys Thr Trp Tyr Gin 

20 25 30 

Asn Arg Arg Met Lys Trp Lys Lys lie Val Leu Gin Gly Gly Gly Leu 

35 40 45 

Glu Ser Pro Thr Lys Pro Lys Gly Arg Pro Lys Lys Asn Ser lie Pro 

50 55 60 

Thr Ser Glu Gin Leu Thr Glu Gin Glu Arg Ala Lys Asp Ala Glu Lys 
65 70 75 80 

Pro Ala Glu Val Pro Gly Glu Pro Ser Asp Arg Ser Arg Glu Asp 
85 90 95 

<210> 4017 

<211> 1521 

<212> DNA 

<213> Homo sapiens 

<400> 4017 

nnactagggg attaccatga tgcagtagca gccatgctgc cctttcttgc tggccacgct 
60 

gggcaccgcc gccctcaata gcagcaaccc gaagactatt gctacagtgc ccggatccgc 
120 

agcaccgtcc tacagggcct gccctttggg ggcgtcccca ccgtgctggc cttggacttc 
180 

acgtgcttcc tcgccctgct gttcttattc tccatcctcc ggaaggtggc ctgggacfcat 
240 
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gggcggctgg ccttggtgac agatgcagac aggcttcggc ggcaggagag ggaccgagtg 
300 

gaacaggaat atgtggcttc agctatgcac ggggacagcc atgaccggta tgagcgtctc 
360 

acctttgtct ccagctccgt tgactttgac caaagggaca atggtttctg ttcctggctg 
420 

acagccatct tcaggataaa ggacgatgag atccgggaca agtgtggggg cgacgctgtg 
480 

cactacctgt cctttcagcg gcacatcatc gggctgctgg tggttgtggg cgtcctctcc 
540 

gtaggcatcg tgctgcctgt caacttctca ggggacctgc tggagaacaa tgcctacagc 
600 

tttgggagaa ccaccattgc caacttgaaa tcagggaaca acctgctatg gctgcacacc 
660 

tccttcgcct tcctgtatct gctgctcacc gtctacagca tgcgtagaca cacctccaag 
720 . 

atgcgctaca aggaggatga tctggtgaag cggaccctct tcatcaatgg aatctccaaa 
780 

tatgcagagt cagaaaagat caagaagcat tttgaggaag cctaccccaa ctgcacagtt 
840 

ctcgaagccc gcccgtgtta caacgtggct cgcctaatgt tcctcgatgc agagaggaag 
900 

aaggccgagc ggggaaagct gtacttcaca aacctccaga gcaaggagaa cgtgcctacc 
960 

atgatcaacc ccaagccctg tggccacttc tgctgctgtg tggtgcgagg ctgtgagcag 
1020 

gtggaggcca ttgagtacta cacaaagctg gagcagaagc tgaaggaaga ctacaagcgg 
1080 

gagaagggga aggtgaatga gaagcctctt ggcatggcct ttgtcacctt ccacaatgag 
1140 

actatcaccg ccatcatcct gaaggacttc aacgtgtgta aatgccaggg ctgcacctgc 
1200 

cgtggggagc cacgcccctc atcctgcagc gagtcccttc acatccccaa ctggaccggg 
1260 

tcctatgccc ctgaccctca gaacatctac tgggagcacc tctccatccg aggcttcatc 
1320 

tggtggctgc gctgcctggt catcaatgtc gtcctcttca tcctcctctt cttcctcacc 
1380 

actccagcca tcatcatcac caccatggac aagttcaacg tcaccaagcc tgtggagtac 
1440 

ctcaacaacc ccatcatcac ccagttcttc cccaccctgc tgctgtggtg cttctcggcc 
1500 . 

ctccttccca ccattggcta c 
1521 

<210> 4018 
<211> 480 
<212> PRT 

<213> Homo sapiens 

<4oo> 4018 ; , 

Gin Gin Pro Glu Asp Tyr Cys Tyr Ser Ala Arg He Arg Ser Thr Val 

1 5 10, 15 

Leu Gin Gly Leu Pro Phe Gly Gly Val Pro Thr Val Leu Ala Leu Asp 
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20 25 30 

Phe Thr Cys Phe Leu Ala Leu Leu Phe Leu Phe Ser lie Leu Arg Lys 

35 40 45 

Val Ala Trp Asp Tyr Gly Arg Leu Ala Leu Val Thr Asp Ala Asp Arg 

50 55 60 

Leu Arg Arg Gin Glu Arg Asp Arg Val Glu Gin Glu Tyr Val Ala Ser 
65 70 75 80 

Ala Met His Gly Asp Ser His Asp Arg Tyr Glu Arg Leu Thr Phe Val 

85 90 95 

Ser Ser Ser Val Asp Phe Asp Gin Arg Asp Asn Gly Phe Cys Ser Trp 

100 105 110 

Leu Thr Ala lie Phe Arg lie Lys Asp Asp Glu lie Arg Asp Lys Cys 

115 120 125 

Gly Gly Asp Ala Val His Tyr Leu Ser Phe Gin Arg His He He Gly 

130 135 140 

Leu Leu Val Val Val Gly Val Leu Ser Val Gly lie Val Leu Pro Val 
145 150 155 160 

Asn Phe Ser Gly Asp Leu Leu Glu Asn Asn Ala Tyr Ser Phe Gly Arg 

165 170 175 

Thr Thr He Ala Asn Leu Lys Ser Gly Asn Asn Leu Leu Trp Leu His 

180 185 190 

Thr Ser Phe Ala Phe Leu Tyr Leu Leu Leu Thr Val Tyr Ser Met Arg 

195 200 205 

Arg His Thr Ser Lys Met Arg Tyr Lys Glu Asp Asp Leu Val Lys Arg 

210 215 220 

Thr Leu Phe lie Asn Gly He Ser Lys Tyr Ala Glu Ser Glu Lys He 
225 230 235 240 

Lys Lys His Phe Glu Glu Ala Tyr Pro Asn Cys Thr Val Leu Glu Ala 

245 250 255 

Arg Pro Cys Tyr Asn Val Ala Arg Leu Met Phe Leu Asp Ala Glu Arg 

260 265 270 

Lys Lys Ala Glu Arg Gly Lys Leu Tyr Phe Thr Asn Leu Gin Ser Lys 

275 - 280 285 

Glu Asn Val Pro Thr Met He Asn Pro Lys Pro Cys Gly His Phe Cys 

290 295 300 

Cys Cys Val Val Arg Gly Cys Glu Gin Val Glu Ala lie Glu Tyr Tyr 
305 310 315 320 

Thr Lys Leu Glu Gin Lys Leu Lys Glu Asp Tyr Lys Arg Glu Lys Gly 

325 330 335 

Lys Val Asn Glu Lys Pro Leu Gly Met Ala Phe Val Thr Phe His Asn 

340 345 350 

Glu Thr He Thr Ala lie lie Leu Lys Asp Phe Asn Val Cys Lys Cys 

355 360 365 

Gin Gly Cys Thr Cys Arg Gly Glu Pro Arg Pro Ser Ser Cys Ser Glu 

370 375 . 380 

Ser Leu His lie Pro Asn Trp Thr Gly Ser Tyr Ala Pro Asp Pro Gin 
385 390 395 400 

Asn He Tyr Trp Glu His Leu Ser He Arg Gly Phe lie Trp Trp Leu 

405 410 415 

Arg Cys Leu Val He Asn Val Val Leu Phe lie Leu Leu Phe Phe Leu 

420 425 430 

Thr Thr Pro Ala He lie He Thr Thr Met Asp Lys Phe Asn Val Thr 

435 440 . ' 445 

Lys Pro Val Glu Tyr Leu Asn Asn Pro lie He Thr Gin Phe Phe Pro 
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450 455 460 

Thr Leu Leu Leu Trp Cys Phe Ser Ala Leu Leu Pro Thr lie Gly Tyr 
465 470 475 480 

<210> 4019 

<211> 2408 

<212> DNA 

<213> Homo sapiens 

<400> 4019 

cccgggggaa acgtcaccat cacttaaaga tatgctgggg ccagagcacc catgggccag 
60 

ggcttcctgc tctcctacag ccaagattgg ctgatgtgcc tacaggaaga gtttcagtgc 
120 / 

ctgaaccacc gctgtgtatc tgctgtccag cgctgtgatg gggttgatgc ctgtggcgat 
180 

ggctctgatg aagcaggttg cagctcagac cccttccctg gcctgacccc aagacccgtc 
240 

ccctccctgc cttgcaatgt caccttggag gacttctatg gggtcttctc ctctcctgga 
300 

tatacacacc tagcctcagt ctcccacccc cagtcctgcc attggctgct ggacccccat 
360 

gatggccggc ggctggccgt gcgcttcaca gccccggact tgggctttgg agatgcagtg 
420 

catgtgtatg acggccctgg gccccctgag agctcccgac tactgcgtag tctcacccac 
480 

ttcagcaatg gcaaggctgt cactgtggag acactgtctg gccaggctgt tgtgtcctac 
540 

cacacagttg cttggagcaa tggtcgtggc ttcaatgcca cctaccatgt gcggggctat 
600 

tgcttgcctt gggacagacc ctgtggctta ggctctggcc tgggagctgg cgaaggccta 
660 

ggtgagcgct gctacagtga ggcacagcgc tgtgacggct catgggactg tgctgacggc 
720 

acagatgagg aggactgccc aggctgccca cctggacact tcccctgtgg ggctgctggc 

780 - ' , 

acctctggtg ccacagcctg ctacctacct gctgaccgct gcaactacca gactttctgt 

840 

gctgatggag cagatgagag acgctgtcgg cattgccagc ctggcaattt ccgatgccgg 
900 

gacgagaagt gcgtgtatga gacgtgggtg tgcgatgggc agccagactg tgcggacggc 
960 

agtgatgagt gggactgctc ctatgttctg ccccgcaagg tcattacagc tgcagtcatt 
1020 

ggcagcctag tgtgcggcct gctcctggtc atcgccctgg gctgcacctg caagctctat 
1080 

gccattcgca cccaggagta cagcatcttt gcccccctct cccggatgga ggctgagatt 
1140 

gtgcagcagc aggcaccccc ttcctacggg cagctcattg cccagggtgc catcccacct 
1200 

gtagaagact ttcctacaga gaatcctaat gataactcag tgctgggcaa cctgcgttct 
1260 

ctgctacaga tcttacgcca ggatatgact ccaggaggtg gcccaggtgc ccgccgtcgt 
1320 
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cagcggggcc gct.tgatgcg acgcctggta cgccgtctcc gccgctgggg cttgctccct 
1380 

cgaaccaaca ccccggctcg ggcctctgag gccagatccc aggtcacacc ttctgctgct 
1440 

ccccttgagg ccctagatgg tggcacaggt ccagcccgtg agggcggggc agtgggtggg 
1500 

caagatgggg agcaggcacc cccactgccc atcaaggctc ccctcccatc tgctagcacg 
1560 

tctccagccc ccactactgt ccctgaagcc ccagggccac tgccctcact gcccctagag 
1620 - 

ccatcactat tgtctggagt ggtgcaggcc ctgcgaggcc gcctgttgcc cagcctgggg 
1680 

cccccaggac caacccggag cccccctgga ccccacacag cagtcctggc cctggaagat 
1740 

gaggacgatg tgctactggt gccactggct gagccggggg tgtgggtagc tgaggcagag 
1800 

gatgagccac tgcttacctg aggggacctg ggggctctac tgaggcctct cccctggggg 
1860 

ctctactcat agtggcacaa ccttttagag gtgggtcagc ctcccctcca ccacttcctt 
1920 

ccctgtccct ggatttcagg gacttggtgg gcctcccgtt gaccctatgt agctgctata 
1980 

aagttaagtg tccctcaggc agggagaggg ctcacagagt ctcctctgta cgtggccatg 
2040 

gccagacacc ccagtccctt caccaccacc tgctccccac gccaccacca tttgggtggc 
2100 

tgtttttaaa aagtaaagtt cttagaggat cataggtctg gacactccat ccttgccaaa 
2160 

cctctaccca aaagtggcct taagcaccgg aatgccaatt aactagagac cctccagccc 
2220 

ccaaggggag gatttgggca gaacctgagg ttttgccatc cacaatccct cctacagggc 
2280 

ctggctcaca aaaagagtgc aacaaatgct tctattccat agctacggca ttgctcagta 
2340 

agttgaggtc aaaaataaag gaatcataca tctcaaaaaa aaaaaaaaaa aaaaaaaaaa 
2400 

aaaaaaaa 
2408 

<210> 4020 
<211> 2 96 
<212> PRT 

<213> Homo sapiens 
<400> 4020 

Cys Asp Gly Gin Pro Asp Cys Ala Asp Gly Ser Asp Glu Trp Asp Cys 

1 5 10 15 

Ser Tyr Val Leu Pro Arg Lys Val lie Thr Ala Ala Val He Gly Ser 

20 , 25 30 

Leu Val Cys Gly Leu Leu Leu Val He Ala Leu Gly Cys Thr Cys Lys 

35 40 45 

Leu Tyr Ala lie Arg Thr Glh Glu Tyr Ser He Phe Ala Pro Leu Ser 

50 55 60 

Arg Met Glu Ala Glu He Val Gin Gin Gin Ala Pro Pro Ser Tyr Gly 
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65 70 75 80 

Gin Leu lie Ala Gin Gly Ala lie Pro Pro Val Glu Asp Phe Pro Thr 

85 90 95 

Glu Asn Pro Asn Asp Asn Ser Val Leu Gly Asn Leu Arg Ser Leu Leu 

100 105 HO 

Gin lie Leu Arg Gin Asp Met Thr Pro Gly Gly Gly Pro Gly Ala Arg 

115 120 125 

Arg Arg Gin Arg Gly Arg Leu Met Arg Arg Leu Val Arg Arg Leu Arg 

130 135 140 

Arg Trp Gly Leu Leu Pro Arg Thr Asn Thr Pro Ala, Arg Ala Ser Glu 
145 150 155 160 

Ala Arg Ser Gin Val Thr Pro Ser Ala Ala Pro Leu Glu Ala Leu Asp 

165 170 175 

Gly Gly Thr Gly Pro Ala Arg Glu Gly Gly Ala Val Gly Gly Gin Asp 

180 185 190 

Gly Glu Gin Ala Pro Pro Leu Pro lie Lys Ala Pro Leu Pro Ser Ala 

195 200 205 

Ser Thr Ser Pro Ala Pro Thr Thr Val Pro Glu Ala Pro Gly Pro Leu 

210 215 220 

Pro Ser Leu Pro Leu Glu Pro Ser Leu Leu Ser Gly Val Val Gin Ala 
225 230 235 240 

Leu Arg Gly Arg Leu Leu Pro Ser Leu Gly Pro Pro Gly Pro Thr Arg 

245 250 255 

Ser Pro Pro Gly Pro His Thr Ala Val Leu Ala Leu Glu Asp Glu Asp 

260 265 270 

Asp Val Leu Leu Val Pro Leu Ala Glu Pro Gly Val Trp Val Ala Glu 

275 280 285 

Ala Glu Asp Glu Pro Leu Leu Thr 
290 V 295 

<210> 4021 

<211> 4209 

<212> DNA 

<213> Homo sapiens 

<400> 4021 

atgggcgtta ggcagaaggc gcctcccggt ggcccggggc caggccgcac ccccgccccg 
60 

gtgcagatga acctgtacgc cacctgggag gtggaccgga gctcgtccag ctgcgtgcct 
120 

aggctattca gcttgaccct gaagaaactc gtcatgctaa aagaaatgga caaagatctt 
180 

aactcagtgg tcatcgctgt gaagctgcag ggttcaaaaa gaattcttcg ctccaacgag 
240 

atcgtccttc cagctagtgg actggtggaa acagagctcc aattaacctt ctcccttcag 
300 

taccctcatt tccttaagcg agatgccaac aagctgcaga tcatgctgca aaggagaaaa 
360 

cgttacaaga atcggaccat cttgggctat aagaccttgg ccgtgggact catcaacatg 
420 

. gcagaggtga tgcagcatcc taatgaaggc gcactggtgc ttggcctaca cagcaacgtg 
480 

aaggatgtct ctgtgcctgt ggcagaaata aagatctact ccctgtccag ccaacccatt 
540 
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gaccatgaag gaatcaaatc caagctttct 
600 

gaggaagagg aagagagttt ctcatcagaa 
660 

caggacttgt tctacgaaga cgaagatctc 
720 

acctcaacct ctgccatcac aaggcaacct 
780 

aagcggttta aagtttcaga tgaggtgggc 
840 

atccgggaag tggaagagga cttggatgaa 
900 

agcgacagtg gccctgagat "ggaggagaca 
960 

ctcaagcctt tctttgaggg gatgtcgcag 
1020 

aacagcaaag gcagcctcgg aaaagacacc 
1080 

aaaattaaat ctacttggat taaaaaccaa 
1140 

gaaatcactg accaggacat gtttggagat 
1200 

gtcaaaactc ccatgaagtc cagtaaaacg 
1260 

gtggaggggg tgcacacacc ccggcagaag 
1320 

tccaagcccc taagtgagag gaccaacagt 
1380 

cacagcacgc agattccaag aaaggtggtg 
1440 

gatgcagccc tcccagaaaa tgtcattctg 
1500 

gtggctgagc tgctccagga ccagcggaag 
1560 

gtccaggccg tgctgtccgc cctgctcacc 
1620 

tccatgccga ggccagtgaa ggtggctgct 
1680 ' 

ctcaggttct ttgtcaagtc cctggccaac 
1740 

ttcctcatca tccccctcgg ttctcaccct 
1800 

aaatacagta gttccttcct ggattctggt 
1860 

ccagtgtcag agcaactgga cgtggcaggg 
1920 

acgacacacc agcttcccgt ggccgaagcc 
1980 

gaagactcct atcagaagtt tattcccttc 
2040 

gactctccct ccacagcagg cgatggggac 
2100 

tccacatcac caccctccag ctcgggcctg 
2160 



gatcgttctc ctgatattga caattattct 
caggaaggca gtgatgatcc attgcatggg 
cggaaagtga agaagacccg gaggaaacta 
aacatcaaac agaagtttgt ggccctcctg 
tttgggctgg agcatgtgtc ccgcgagcag 
ttgtatgaca gtctggagat gtacaacccc 
gaaagcatcc tcagcacgcc aaagcccaag 
tccagctccc agacggagat tggcagcctc 
accagcccta tggaattggc tgctctagaa 
gatgacagct tgactgaaac agacactctg 
gccagcacga gtctggttgt gccggagaaa 
gatctccagg gctctgcctc ccccagcaaa 
aggagcacgc ccctgaagga gcggcagctc 
tccgacagcg agcgctcccc agatctgggc 
tatgaccagc tcaatcagat cctggtgtca 
gtgaacacca ctgactggca gggccagtat 
cctgtggtgt gcacctgctc caccgtggag 
cggatccagc gctactgcaa ctgcaaetct 
gtgggaggcc agagctacct gagctccatc 
aagacctccg actggcttgg ctacatgcgc 
gtggccaaat acttggggtc agtcgacagt 
tggagagatc tgttcagtcg ctcggagcca 
cgggtgatgc agtacgtcaa cggggcagcc. 
atgctgactt gccggcataa gttccctgat 
attggcgtgg tgaaggtggg tctggttgaa 
gattctcctg tggtcagcct tactgtgccc 
agccgagacg ccacggccac ccctccctcc 
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tccccatcta tgagcagcgc cctggccatc 
2220 

gtgattggcc tccaggtgga ctactggctg 
2280 

gacaagaggg acgccagctc gaagaacacc 
2340 

tcccgcctgc cccatagtgg ggaggcccag 
2400 

accaaagaaa agaacaagaa agttcccacc 
2460 

gaggtggatt ctaagagcca ggtcattgaa 
2520 

cagcagcaga ctatgctgag agtgtccatc 
2580 

ttccagctgg cagcccagtg gcccacccat 
2640 

ggcagcaagg ccacctgagg ccctgtctcc 
2700 

gcctcaccgc ctgcgggcag ggggaggcca 
2760 

caccagggtc tgcctctcac tcgcccaggt 
2820 

cctcccctcc cctccagccc acccctgcac 
2880 

tccctcctgc tccaggccca aggcgtgttg 
2940 

gactgagtcc cccaggcctt. ccttcacccg 
3000 

tccttctcgg aaatgagaaa gctggaatcc 
3060 

ccagcccctc cagccaccag ggtgtcctct 
3120 

ctgcctccag caggacccaa ggccactttc 
3180 

agcttctcaa gggagggtaa gggggcaccc 
3240 

acaggggcag gaggcagctc ccctgcctcc 
3300 

tctaggacag aggggcctcc cagtctcccc 
3360 

cccaggttcc ctgcagatgt cgtgtgtgtc 
3420 

agtctcttgg ttgtaccatg tgacacaccc 
3480 

acccttgtta atgatgctcc tgcctctgcc 
3540 

tggacttgga gagatgggag gcagaccccc 
3600 

gacattctgt ttcatctccc attcatctcc 
3660 

tccctgctct gttcttcccc ctccttaggc 
3720 

ccaggtttcc ctccagcagg ctccttccct 
3780 



gtggggagcc ctaatagccc atatggggac 
ggccaccccg gggagcggag gagggaaggc 
ctcaagagtg tcttccgctc agtgcaggtg 
ctttctggca ccatggccat gactgtggtc 
atcttcctga gcaagaaacc ccgagaaaag 
ggcatcagcc gcctcatctg ctcagccaag 
gatggggtcg agtggagtga catcaagttc 
gtcaagcact ttccagtggg actcttcagt 
cagccacttt ccctcctggc actgccacca 
gcaggcccgg gcccagcacc ccttccctgg 
cccgaaggac actgccacag ggacgccttc 
agcccctcct ccttcccgct tttccccttc 
gttttgcctt ctggtgccca tagtcccctg 
acttccaaac tcttccttgt ggtatcagtt 
tggtccccag caggagagcc tagtcctccc 
aggatgcagc tgccagatcc actcactctg 
aactcttatg gggttctcca cctgccccag 
tgagcccaca ggacccctac ttcacagctc 
aggaccctgt tgctatggtg acacagcgtt 
ccaccacccg tgcacgactt cctcaccacc 
ctgagtgttt ctttggttct ttgcacgcca 
tgtgcactgg tcgctgtctt cgtggcttcc 
tcccagcccc tcacccagca cagctctgcc 
accaccatac atgctgtctg tggcccctca 
ctcctcccac cgtgtcagtt tttctgcctt 
cccagcctgg gcccagaccc atcctcccag 
ccctgtcacc tccctctcac caacccgggg 
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tctgagcccc tcattcctga ccgtccgtgt tctcaggagt ggttgaggac acagggcccc 
3840 

agcccagccc tctgcacccc ccagcccggc catctgcgcc ccacagcccc tttggagctt 
3900 

ttctcttgtc ctctcactcc ttcccagaag tttttgcaca gaacttcatt ttgaaagtgt 
3960 

ttttctcatt ctccatacct cccccaagct ctcctccagc ccttcccagg gctcagccct 
4020 

gctgtcctga gcgtctcctg ggccagagag aggagatggg ggtgggaggg actgagttga 
4080 

tgttgggttt ttcattcaat aaattggtga tttcttaccg aaaaaaaaaa aaaaaaaaaa 
4140 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
4200 

aaaaaaaaa 
4209 

<210> 4022 
<211> 885 
<212> PRT 

<213> Homo sapiens 
<400> 4022 

Met Gly Val Arg Gin Lys Ala Pro Pro Gly Gly Pro Gly Pro Gly Arg 

1 5 10 15 

Thr Pro Ala Pro Val Gin Met Asn Leu Tyr Ala Thr Trp Glu Val Asp 

20 25 30 

Arg Ser Ser Ser Ser Cys Val Pro Arg Leu Phe Ser Leu Thr Leu Lys 

35 40 45 

Lys Leu Val Met Leu Lys Glu Met Asp Lys Asp Leu Asn Ser Val Val 

50 55 60 

lie Ala Val Lys Leu Gin Gly Ser Lys Arg lie Leu Arg Ser Asn Glu 
65 70 75 80 

lie Val Leu Pro Ala Ser Gly Leu Val Glu Thr Glu Leu Gin Leu Thr 

85 90 95 

Phe Ser Leu Gin Tyr Pro His Phe Leu Lys Arg Asp Ala Asn Lys Leu 

100 - 105 110 

Gin lie Met Leu Gin Arg Arg Lys Arg Tyr Lys Asn Arg Thr He Leu 

115 120 125 , 

Gly Tyr Lys Thr Leu Ala Val Gly Leu He Asn Met Ala Glu Val Met 

130 135 140 

Gin His Pro Asn Glu Gly Ala Leu Val Leu Gly Leu His Ser Asn Val 
145 150 155 160 

Lys Asp Val Ser Val Pro Val Ala Glu He Lys He Tyr Ser Leu Ser 

165 170 175 

Ser Gin Pro He Asp His Glu Gly He Lys Ser Lys Leu Ser Asp Arg 

130 185 190 

Ser Pro Asp lie Asp Asn Tyr Ser Glu Glu Glu Glu Glu Ser Phe Ser 

195 200 205 

Ser Glu Gin Glu Gly Ser Asp Asp Pro Leu His Gly Gin Asp Leu Phe 

210 215 220 

Tyr Glu Asp Glu Asp Leu Arg Lys Val Lys Lys Thr Arg Arg Lys Leu 
225 230 235 240 

Thr Ser Thr Ser Ala He Thr Arg Gin Pro Asn He Lys Gin Lys Phe 
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245 250 255 

Val Ala Leu Leu Lys Arg Phe Lys Val Ser Asp Glu Val Gly Phe Gly 

260 265 270 

Leu Glu His Val Ser Arg Glu Gin lie Arg Glu Val Glu Glu Asp Leu 

275 280/ 285 

Asp Glu Leu Tyr Asp Ser Leu Glu Met Tyr Asn Pro Ser Asp Ser Gly 

290 295 300 

Pro Glu Met Glu Glu Thr , Glu Ser He Leu Ser Thr Pro Lys Pro Lys 
305 310 315 320 

Leu Lys Pro Phe Phe Glu Gly Met Ser Gin Ser Ser Ser Gin Thr Glu 

325 330 335 

He Gly Ser Leu Asn Ser Lys Gly Ser Leu Gly Lys Asp Thr Thr Ser 

340 345 350 

Pro Met Glu Leu Ala Ala Leu Glu Lys lie Lys Ser Thr Trp He Lys 

355 360 365 

Asn Gin Asp Asp Ser Leu Thr Glu Thr Asp Thr Leu Glu He Thr Asp 

370 375 380 

Gin Asp Met Phe Gly Asp Ala Ser Thr Ser Leu Val Val Pro Glu Lys 
385 390 . 395 400 

Val Lys Thr Pro Met Lys Ser Ser Lys Thr Asp Leu Gin Gly Ser Ala 

405 410 415 

Ser Pro Ser Lys Val Glu Gly Val His Thr Pro Arg Gin Lys Arg Ser 

420 425 430 

Thr Pro Leu Lys Glu Arg Gin Leu Ser Lys Pro Leu Ser Glu Arg Thr 

435 440 445 

Asn Ser Ser Asp Ser Glu Arg Ser Pro Asp Leu Gly His Ser Thr Gin 

450 455 460 

He Pro Arg Lys Val Val Tyr Asp Gin Leu Asn Gin He Leu Val Ser 
465 470 475 480 

Asp Ala Ala Leu Pro Glu Asn Val He Leu Val Asn Thr Thr Asp Trp 

485 490 495 

Gin Gly Gin Tyr Val Ala Glu Leu Leu Gin Asp Gin Arg Lys Pro Val 

500 505 510 

Val Cys Thr Cys Ser Thr Val Glu Val Gin Ala Val Leu Ser Ala Leu 

515 520 525 

Leu Thr Arg He Gin Arg Tyr Cys Asn Cys Asn Ser Ser Met Pro Arg 

530 535 540 

Pro Val Lys Val Ala Ala Val Gly Gly Gin Ser Tyr Leu Ser Ser He 
545 550 555 560 

Leu Arg Phe Phe Val Lys Ser Leu Ala Asn Lys Thr Ser Asp Trp Leu 

565 570 575 

Gly Tyr Met Arg Phe Leu He lie Pro Leu Gly Ser His Pro Val Ala 

580 585 590 

Lys Tyr Leu Gly Ser Val Asp Ser Lys Tyr Ser Ser Ser Phe Leu Asp 

595 600 605 

Ser Gly Trp Arg Asp Leu Phe Ser Arg Ser Glu Pro Pro Val Ser Glu 

610 615 620 

Gin Leu Asp Val Ala Gly Arg Val Met Gin Tyr Val Asn Gly Ala Ala 
625 630 635 640 

Thr Thr His Gin Leu Pro Val Ala Glu Ala Met Leu Thr Cys Arg His 

645 650 655 

Lys Phe Pro Asp Glu Asp Ser Tyr Gin Lys Phe He Pro Phe He Gly 

660 ' 665 670 

Val . Val Lys Val Gly Leu Val Glu Asp Ser Pro Ser Thr Ala Gly Asp 
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675 680 68S 

Gly Asp Asp Ser Pro Val Val Ser Leu Thr Val Pro Ser Thr Ser Pro 

690 695 700 

Pro Ser Ser Ser Gly Leu Ser Arg Asp Ala Thr Ala Thr Pro Pro Ser 
705 710 715 720 

Ser Pro Ser Met Ser Ser Ala Leu Ala lie Val Gly Ser Pro Asn Ser 

725 730 735 

Pro Tyr Gly Asp Val lie Gly Leu Gin Val Asp Tyr Trp Leu Gly His 

740 745 750 

Pro Gly Glu Arg Arg Arg Glu Gly Asp Lys Arg Asp Ala Ser Ser Lys 

755 760 765 

Asn Thr Leu Lys Ser Val Phe Arg Ser Val Gin Val Ser Arg Leu Pro 

770 775 780 

His Ser Gly Glu Ala Gin Leu Ser Gly Thr Met Ala Met Thr Val Val 
785 790 795 800 

Thr Lys Glu Lys Asn Lys Lys Val Pro Thr lie Phe Leu Ser Lys Lys 

805 810 815 

Pro Arg Glu Lys . Glu Val Asp Ser Lys Ser Gin Val lie Glu Gly He 

820 825 830 

Ser Arg Leu He Cys Ser Ala Lys Gin Gin Gin Thr Met Leu Arg Val 

835 840 845 

Ser He Asp Gly Val Glu Trp Ser Asp He Lys Phe Phe Gin Leu Ala 

850 855 860 

Ala Gin Trp Pro Thr His Val Lys His Phe Pro Val Gly Leu Phe Ser 
865 870 875 880 

Gly Ser Lys Ala Thr 
885 

<210> 4023 

<211> 5193 

<212> DNA 

<213> Homo sapiens 

<400> 4023 

nnacgcgtga agggcatggc tttttctcct gattccacta aaattgccat aggacagact 
60 

gacaacatca tctatgtcta caagattgga gaagattggg gtgacaagaa agtcatctgc 
120 

aacaagttca tccagacgag tgctgtcact tgtctgcaat ggccggcaga atacatcatt 
180 

gtctttggac tggctgaagg gaaggttcgt ttagcaaaca ccaaaactaa taaatcatct 
240 

accatctatg ggacagagtc ttacgtggtg tccctgacaa caaattgctc tgggaaagga 
300 

attctctctg gtcatgcaga tggtaccatc gttaggtatt tctttgatga tgaaggctct 
360 

ggagagtcac aggggaagtt ggttaaccac ccgtgtccac cctatgcctt ggcatgggca 
-420 

accaatagca tcgtggctgc aggctgtgat cggaaaattg tagcctatgg aaaagaaggt 
480 

cacatgctac aaacttttga ttatagccgt gaccctcagg agcgggagtt caccacagct 
540 

gtatcaagtc ctgggggcca gtctgttgtg ctaggaagtt atgacaggct tcgggtgttc 
600 
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aactggatcc ctcgaagaag catctgggaa 
660 

tacaccatca ctgccttggc ctggaagcgg 
720 

tgtggtgggg tggaacagtt tgactgctgc 
780 

gagttgacgt atgtgggacc tagccaggtg 
840 

gtggtgctca agtcacacta tggctatgag 
900 

cgttacttgg tggctcacac atcagaaaca 
960 

cttagtgaga tagcctggca aggatctggt 
1020 

aatgtatgca tgatcttcaa tgccggagag 
1080 

accctgggtt ctgtacgcac tgaattcatg 
1140 

gagaggtgtc agcgaggaac agaagataat 
1200 

actattgcta tagtggatct gattggtggc 
1260 

cgtgtggatt ggctggaact taatgagact 
1320 

cttcgtttgc atctgtatga tattgaaagc 
1380 

tcctatatgc agtgggtccc aggaagtgac 
1440 

tgtgtatggt acaacattga ggcacctgag 
1500 

gttataggtc tggagcgggg cgggggaaag 
1560 

actgttgcct acacattgga tgagggcctc 
1620 

aactacatcc gggcaacagc cttcttagag 
1680 

atgtggaaaa ccttgagtaa actggcacta 
1740 

tgcttttctg ctttgggcca agtagcaaaa 
1800 

gcagatcaag tatcccggga atatggcgga 
1860 

cgtctagcca tgctggaaaa gaactacaaa 
1920 

gctgtggagg aggccatggg catgtaccag 
1980 

gtggctgaag ccaaggggca cccagccctg 
2040 

ctgatggaca cacagcaaga ggagcgagca 
2100 

ctagcagcca tcagcctcta cctcaaagct 
2160 

ctgacccgag aggaactgct agccaacaca 
2220 



gaggcaaagc 


ccaaggagat 


taccaattta 


gatggctcac 


ggctctgtgt 


gggcacacta 


ctccgaagga 


gtatttacaa 


gaacaagttt 


attgtgaaga 


acctgtcatc 


aggaacccga 


gtggaagagg 


tgaaaatcct 


aggaaaggaa 


ctgctgctgg 


gggacctgaa 


cactaatcgg 


ggcaatgaga 


agtatttctt 


tgaaaatgag 


ctaaccctgg 


tggaatatgg 


gaataatgac 


aacccccacc 


tcatcagtgt 


tcgtattaat 


aagaaattgg 


cttatcttat 


tgatattaag 


tacaacattg 


gcaccgtcag 


ccatgagagc 


ggacacaagc 


tcctcttcag 


ggaccggaaa 


tgctctaaga 


caatgatcct 


caacttctgc 


gtgctggtag 


ctcagaaccg 


aaacagtctg 


agagtcacca 


tgttcactat 


taggggtgat 


accgaggtga 


tggtgatgga 


aggtgtgact 


atcgagtttg gaacagccat 


tgatgatggc 


actctggaaa 


tgaccccaga 


aacagaggca 


gaggcaaggc 


aactacacat 


tgcggagagg 


gctcgattcc 


tgcatgagac 


caatgagatt 


gaaggaacag 


acttttatca 


ggtccgagca 


ctggctgaaa 


tgatcttttt 


ggaacagaat 


gagctacacc 


gttgggatga 


gtgtatcgct 


gagaagctac 


gtcgtagtta 


ctaccagtgg 


ggtgaactac 


aggagagcca 


aggggatggg 


gggctccctg 


ccaaagctgc 


tcggctggtg 


gagctggtag 


aacacatcac 


tgcagccctt 
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atcaaggggg aactctacga 
2280 

aaggccctgg agtgctaccg 
2340 

ttggccttcc cagtggaggt 
2400 

cagaagcagc ttgatgcagc 
2460 

attgaggccg ccctgggtgc 
2520 

gaccggaaca ctgcatccaa 
2580 

gagtatgaga ttgctgagga 
2640 

atgtacaccc aggctggtcg 
2700 

ccagaagatg tgtcagtgct 
2760 

taccgtgagg ctgaaaggct 
2820 

tacaaaaagc acaagttgta 
2880 

ctcctcagtg atacacacct 
2940 

gaggctgagt accactacct 
3000 

gccagtgggc tttgggaaga 
3060 

cacaaacacg tggcctatct 
3120 

cttaataagc tgggactcct 
3180 

gaatttgcgt ttgaactctc 
3240 

aaatatgcta tgttcctgga 
3300 

agagctggta aacccaagga 
3360 

gctcagcgtg tggctgaggc 
3420 

gcccgggggg ccttggagga 
3480 

cagagaccag gcctggccct 
3 540 

cgcatctgca aggactatgt 
3600 

gaagctacta agaagggggc 
3660 

gagcaggctg gagagtacag 
3720 

aacagcggcc tggcggagaa 
3780 

cctccccaac gtaatatgga 
3840 



aagggcaggt gatctctttg 
taaaggcaac gcattcatga 
ggtgaaacta gaggaggcat 
cattaatcac tacatcgaag 
ccgccagtgg aagaaggcaa 
atactatcct ctcgtggccc 
gctctatact aagggagatc 
tt; 9gg aacaa gcccacaagc 
atacatcact caggcccagg 
atatgtgaca gtacaagagc 
tgatgacatg atccgcctgg 
acatctgggc aaggagctgg 
cgaggcccag gaatggaagg 
ggcctacagg gtggccagaa 
gtgggcaaag agcctgggag 
ggaagctgct gttgaccacg 
tcggctggcc ctcaagcaca 
ggatgagggt aaattcgaag 
ggcagtcctc atgtttgtcc 
tcacgaccct gacagtgtcg 
gaaggacttt cagaaagcag 
caattattat aaggaggctg 
gcccagccag ctggaggctc 
caggggtgtg gagggatttg 
ccgtgccgtg gactgctacc 
gtgctggatg aaggcagctg 
agtcgttctg gctgtaggac 



agaagattca caatccacag 
aagcggtaga gctggctcga 
ggggggacca cctggtgcag 
ccaggtgctc cattaaggca 
tttatatatt agatctacag 
aacactatgc atccctgcag 
ggacaaaaga tgccatagac 
tggcgatgaa atgcatgaga 
aaatggagaa gcagggcaag 
ctgatcttgc catcaccatg 
tagggaagca ccatccagat 
aggctgaagg ccgactacag 
caacagtgaa catgtaccgg 
ctcaaggagg ggctaatgcc 
gagaggctgc agttagactg 
ctgcagacaa ttgctccttt 
aaacccccga ggttcatctc 
sggctgaagc tgaattcatc 
ataaccagga ttgggaggca 
ccgaggtgct tgtgggacag 
aagggctgct gctccgggcc 
gattatggag tgacgctctg 
tgcaggaaga atatgagcgg 
tggaacaagc tcgacactgg 
tcaaagtgcg agactctgga 
aactctccat caagtttctg 
cccagctgat tggaattgga 
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aagcacagtg cagctgcaga gctctatctg aatctggacc ttgtcaagga agcaatcgat 
3900 

gctttcatcg agggtgagga gtggaacaag gcgaagcgtg tagctaagga gttagatccc 
3960 

aggtatgaag actatgtgga ccagcattat aaagagttcc tcaagaatca gggcaaagtg 
4020 

gactcgctgg tgggtgtgga tgtgatagct gctttggacc tgtatgtgga gcagggccag 
4080 

tgggacaagt gcattgaaac agctaccaag cagaactaca agattctgca caagtatgtg 
4140 

gctttgtatg caactcactt gatccgggag ggtagctctg cccaggcatt ggccctgtat 
4200 

gtacageacg gagcccctgc taacccacag aacttcaata tctacaaaag gatcttcact 
4260 

gacatggtga gctctcctgg aaccaactgt gccgaggcct atcatagctg ggctgatctt 
4320 

cgagatgtcc tcttcaacct ggctgtgctg tctccctcct ctagtgtgaa aacctggaag 
4380 

tccagtgagg caaactctcc agcccatgag gagttcaaga cgatgctgct gatcgctcat 
4440 

tactatgcca cgcgctctgc agcccagagt gtcaaacagc tggaaaccgt ggctgccagg 
4500 

ctttctgttt cactcttgcg tcacacccag ctactacctg tagacaaagc cttctatgaa 
4560 

gcaggcattg ctgccaaggc agttggctgg gataacatgg cattcatctt cctcaatcgc 
4620 

tttttggacc tgaccgatgc aatcgaggaa gggactctag atggccttga ccactctgat 
4680 

tttcaggata cagacattcc ctttgaggtg ccactcccag ctaagcagca tgtaccggag 
4740 

gctgagagag aagaggttcg agactgggtg cttacagtct ccatggacca gcggctggag 
4800 

caggttctgc ctcgggatga gcgtggcgcc tacgaggcct ccctagtggc agcgagcact 
4860 

ggtgttcgag ccctgccctg ccttattaca ggatacccca ttctgaggaa caaaattgaa 
4920 

tttaagcggc cagggaaggc tgctaacaag gacaactgga ataaattcct tatggccatc 
4980 

aagacctccc acagcccagt gtgccaggac gtgctgaaat tcatcagtca gtggtgtgga 
5040 

gggctcccca gcaccagctt ttcctttcag tagttggtag agctgaggaa gagttagggc 
5100 

ctctccctca ttaaagtttt ataaataaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
5160 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaa 
5193 

<210> 4024 
<211> 1690 
<212> PRT 

<213> Homo sapiens 
<400> 4024 

Xaa Arg Val Lys Gly Met Ala Phe Ser Pro Asp Ser Thr Lys lie Ala 
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1 5 10 15 

lie Gly Gin Thr Asp Asn He He Tyr Val Tyr Lys He Gly Glu Asp 

20 25 30 

Trp Gly Asp Lys Lys Val He Cys Asn Lys Phe He Gin Thr Ser Ala 

35 40 45 

Val Thr Cys Leu Gin Trp Pro Ala Glu Tyr lie He Val Phe Gly Leu 

50 55 60 

Ala Glu Gly Lys Val Arg Leu Ala Asn Thr Lys Thr Asn Lys Ser Ser 
65 70 75 80 

Thr lie Tyr Gly Thr Glu Ser Tyr Val Val Ser Leu Thr Thr Asn Cys 

85 90 95 

Ser Gly Lys Gly lie Leu Ser Gly His Ala Asp Gly Thr lie Val Arg 

100 105 110 

Tyr Phe Phe Asp Asp Glu Gly Ser Gly Glu Ser Gin Gly Lys Leu Val 

115 120 125 

Asn His Pro Cys Pro Pro Tyr Ala Leu Ala Trp Ala Thr Asn Ser lie 

130 135 140 

Val Ala Ala Gly Cys Asp Arg Lys He Val Ala Tyr Gly Lys Glu Gly 
145 150 155 160 

His Met Leu Gin Thr Phe Asp Tyr Ser Arg Asp Pro Gin Glu Arg Glu 

165 170 175 

Phe Thr Thr Ala Val Ser Ser Pro Gly Gly Gin Ser Val Val Leu Gly 

180 185 190 

Ser Tyr Asp Arg Leu Arg Val Phe Asn Trp He Pro Arg Arg Ser He 

195 200 205 

Trp Glu Glu Ala Lys Pro Lys Glu He Thr Asn Leu Tyr Thr He Thr 

210 215 220 

Ala Leu Ala Trp Lys Arg Asp Gly Ser Arg Leu Cys Val Gly Thr Leu 
225 230 235 240 

Cys Gly Gly Val Glu Gin Phe Asp Cys Cys Leu Arg Arg Ser lie Tyr 

245 250 255 

Lys Asn Lys Phe Glu Leu Thr Tyr Val Gly Pro Ser Gin Val He Val 

260 265 270 

Lys Asn Leu Ser Ser Gly Thr Arg Val Val Leu Lys Ser His Tyr Gly 

275 280 285 

Tyr Glu Val Glu Glu Val Lys He Leu Gly Lys Glu Arg Tyr Leu Val 

290 295 300 

Ala His Thr Ser Glu Thr Leu Leu Leu Gly Asp Leu Asn Thr Asn Arg 
305 310 315 320 

Leu Ser Glu He Ala Trp Gin Gly Ser Gly Gly Asn Glu Lys Tyr Phe 

325 330 335 

Phe Glu Asn Glu Asn Val Cys Met He Phe Asn Ala Gly Glu Leu Thr 

340 345 350 

Leu Val Glu Tyr Gly Asn Asn Asp Thr Leu Gly Ser Val Arg Thr Glu 

355 360 365 

Phe Met Asn Pro His Leu lie Ser Val Arg lie Asn Glu Arg Cys Gin 

370 375 380 

Arg Gly Thr Glu Asp Asn Lys Lys Leu Ala Tyr Leu He Asp He Lys 
385 390 395 400 

Thr lie Ala lie Val Asp Leu He Gly Gly Tyr Asn He Gly Thr Val 

405 410 415 

Ser His Glu Ser Arg Val Asp Trp Leu Glu Leu Asn Glu Thr Gly His 

420 425 430 

Lys Leu Leu Phe Arg Asp Arg Lys Leu Arg Leu His Leu Tyr Asp He 
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435 440 445 

Glu Ser Cys Ser Lys Thr Met lie Leu Asn Phe Cys Ser Tyr Met Gin 

450 455 460 

Trp Val Pro Gly Ser Asp Val Leu Val Ala Gin Asn Arg Asn Ser Leu 
465 470 475 480 

Cys Val Trp Tyr Asn lie Glu Ala Pro Glu Arg Val Thr Met Phe Thr 

485 490 495 

He Arg Gly Asp Val lie Gly Leu Glu Arg Gly Gly Gly Lys Thr Glu 

500 505 510 

Val Met Val Met Glu Gly Val Thr Thr Val Ala Tyr Thr Leu Asp Glu 

515 520 525 

Gly Leu He Glu Phe Gly Thr Ala He Asp Asp Gly Asn Tyr He Arg 

530 535 540 

Ala Thr. Ala Phe Leu Glu Thr Leu Glu Met Thr Pro Glu Thr Glu Ala 
545 550 555 560 

Met Trp Lys Thr Leu Ser Lys Leu Ala Leu Glu Ala Arg Gin Leu His 

565 570 575 

He Ala Glu Arg Cys Phe Ser Ala Leu Gly Gin Val Ala Lys Ala Arg 

580 585 590 

Phe Leu His Glu Thr Asn Glu lie Ala Asp Gin Val Ser Arg Glu Tyr 

595 600 605 

Gly Gly Glu Gly Thr Asp Phe Tyr Gin Val Arg Ala Arg Leu Ala Met 

610 615 620 

Leu Glu Lys Asn Tyr Lys Leu Ala Glu Met He Phe Leu Glu Gin Asn 
625 ' 630 635 640 

Ala Val Glu Glu Ala Met Gly Met Tyr Gin Glu Leu His Arg Trp Asp 

645 650 655 

Glu Cys lie Ala Val Ala Glu Ala Lys Gly His Pro Ala Leu Glu Lys 

660 665 670 

Leu Arg Arg Ser Tyr Tyr Gin Trp Leu Met Asp Thr Gin Gin Glu Glu 

675 680 685 

Arg Ala Gly Glu Leu Gin Glu Ser Gin Gly Asp Gly Leu Ala Ala He 

690 695 700 

Ser Leu Tyr Leu Lys Ala Gly Leu Pro Ala Lys Ala Ala Arg Leu Val 
705 _ 710 715 720 

Leu Thr Arg Glu Glu Leu Leu Ala Asn Thr Glu Leu Val Glu His He 

725 730 735 

Thr Ala Ala Leu He Lys Gly Glu Leu Tyr Glu Arg Ala Gly Asp Leu 

740 745 750 

Phe Glu Lys He His Asn Pro Gin Lys Ala Leu Glu Cys Tyr Arg Lys :' 

755 760 765 

Gly Asn Ala Phe Met Lys Ala Val Glu Leu Ala Arg Leu Ala Phe Pro 

770 775 780 

Val Glu Val Val Lys Leu Glu Glu Ala Trp Gly Asp His Leu Val Gin 
785 790 795 800 

Gin Lys Gin Leu Asp Ala Ala He Asn His Tyr He Glu Ala Arg Cys 

805 810 815 

Ser He Lys Ala He Glu Ala Ala Leu Gly Ala Arg Gin Trp Lys Lys 

820 825 830 

Ala He Tyr lie Leu Asp Leu Gin Asp Arg Asn Thr Ala Ser Lys Tyr 

835 840 845 

Tyr Pro Leu Val Ala Gin His Tyr Ala Ser Leu Gin Glu Tyr Glu He 

850 . 855 860 . 

Ala Glu Glu Leu Tyr Thr Lys Gly Asp Arg Thr Lys Asp Ala He Asp 
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865 








870 








875 










880 


Met Tyr 


Thr 


Gin 


Ala 
885 


Gly 


Arg 


Trp Glu 


Gin 
890 


Ala 


His 


Lys 


Leu 


Ala 
895 


Met 


Lys Cys 


Met 


Arg 
900 


Pro 


Glu 


Asp 


Val Ser 

905 


IT. 1 

Val 


Leu 


Tyr 


lie 


Thr 
910 


Gin 


Ala 


Gin Glu 


Met 
915 


Glu 


Lys 


Gin 


Gly 


Lys Tyr 
920 


Arg 


Glu 


Ala 


Glu 
925 


Arg 


Leu 


Tyr 


Val Thr 


Val 


Gin 


Glu 


Pro 


Asp 


Leu Ala 


He 


Thr 


Met 


Tyr 


Lys 


Lys 


His 


930 










935 








940 










Lys Leu 


Tyr 


Asp Asp 


Met 


He 


Arg Leu 


Val 


Gly 


Lys 


His 


His 


Pro 


Asp 


945 








950 








955 










960 


Leu Leu 


Ser 


Asp 


Thr 
965 


His. 


Leu 


His Leu 


Gly 
970 


Lys 


Glu 


Leu 


Glu 


Ala 
975 


Glu 


Gly Arg 


Leu 


Gin 
980 


Glu 


Ala 


Glu 


Tyr His 
985 


Tyr 


Leu 


Glu 


Ala 


Gin 
990 


Glu 


Trp 


Lys Ala 


Thr 


Val 


Asn 


Met 


Tyr 


Arg Ala 


Ser 


Gly 


Leu 


Trp 


Glu 


Glu 


Ala 




995 










1000 








1005 






Tyr Arg 


Val 


Ala 


Arg 


Thr 


Gin 


Gly Gly 


Ala 


Asn 


Ala 


His 


Lys 


His 


Val 


1010 








1015 






1020 








Ala Tyr 


Leu 


Trp 


Ala 


Lys 


Ser 


Leu Gly 


Gly 


Glu 


Ala 


Ala 


Val 


Arg 


Leu 


1025 








1030 






1035 








1040 


Leu Asn 


Lys 


Leu Gly 


Leu 


Leu 


Glu Ala 


Ala 


Val 


Asp 


His 


Ala 


Ala 


Asp 








1045 






1050 








1055 


Asn Cys 


Ser 


Phe 


Glu 


Phe 


Ala 


Phe Glu 


Leu 


Ser 


Arg 


Leu 


Ala 


Leu 


Lys 






1060 






1065 








1070 




His Lys 


Thr 


Pro 


Glu 


Val 


His 


Leu Lys 


Tyr 


Ala 


Met 


Phe 


Leu 


Glu 


Asp 




1075 








1080 








1085 






Glu Gly Lys 


Phe 


Glu 


Glu 


Ala 


Glu Ala 


Glu 


Phe 


He 


Arg Ala Gly Lys 


1090 








1095 






1100 








Pro Lys 


Glu 


Ala 


Val 


Leu 


Met 


Phe Val 


His 


Asn 


Gin 


Asp 


Trp 


Glu 


Ala 


1105 








1110 






1115 








1120 


Ala Gin 


Arg 


Val 


Ala 


Glu 


Ala 


His Asp 


Pro 


Asp 


Ser 


Val 


Ala 


Glu 


Val 








1125 






1130 








1135 


Leu Val 


Gly Gin Ala 


Arg Gly Ala Leu 


Glu 


Glu 


Lys 


Asp 


Phe 


Gin 


Lys 






1140 






1145 








1150 




Ala Glu Gly Leu 


Leu 


Leu 


Arg 


Ala Gin 


Arg 


Pro 


Gly 


Leu 


Ala 


Leu 


Asn 




1155 








1160 








1165 






Tyr Tyr 


Lys 


Glu 


Ala 


Gly Leu Trp Ser 


Asp 


Ala 


Leu 


Arg 


He. 


Cys 


Lys 


1170 








1175 






1180 








Asp Tyr 


Val 


Pro 


Ser 


Gin 


Leu 


Glu Ala 


Leu 


Gin 


Glu 


Glu 


Tyr 


Glu 


Arg 


1185 








1190 






1195 








1200 


Glu Ala 


Thr 


Lys 


Lys 


Gly Ala Arg Gly Val 


Glu 


Gly 


Phe 


Val 


Glu 


Gin 








1205 






1210 








1215 


Ala Arg 


His 


Trp 


Glu 


Gin Ala Gly Glu Tyr Ser Arg Ala Val Asp Cys 






1220 






1225 








1230 




Tyr Leu 


Lys 


Val 


Arg Asp Ser Gly Asn Ser Gly Leu Ala 


Glu 


Lys 


Cys 




1235 








1240 








1245 






Trp Met 


Lys 


Ala 


Ala 


Glu 


Leu 


Ser He 


Lys 


Phe 


Leu 


Pro 


Pro Gin Arg 


1250 








1255 






1260 








Asn Met 


Glu 


Val 


Val. 


Leu 


Ala 


Val Gly Pro Gin Leu 


He Gly He Gly 


1265 








1270 






1275 








1280 


Lys His 


Ser 


Ala 


Ala 


Ala 


Glu 


Leu Tyr 


Leu 


Asn 


Leu 


Asp 


Leu 


Val 


Lys 








1285 






1290 










1295 


Glu Ala 


lie Asp Ala 


Phe 


He Glu Gly Glu Glu Trp 


Asn 


Lys 


Ala 


Lys 
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1300 1305 1310 

Arg Val Ala Lys Glu Leu Asp Pro Arg Tyr Glu Asp Tyr Val Asp Gin 

1315 1320 1325 

His Tyr Lys Glu Phe Leu Lys As n Gin Gly Lys Val Asp Ser Leu Val 

1330 1335 1340 

Gly Val Asp Val lie Ala Ala Leu Asp Leu Tyr Val Glu Gin Gly Gin 
1345 1350 1355 1360 

Trp Asp Lys Cys lie Glu Thr Ala Thr Lys Gin Asn Tyr Lys lie Leu 

1365 1370 1375 

His Lys Tyr Val Ala Leu Tyr Ala Thr His Leu lie Arg Glu Gly Ser 

1380 1385 1390 

Ser Ala Gin Ala Leu Ala Leu Tyr Val Gin His Gly Ala Pro Ala Asn 

. 1395 1400 1405 

Pro Gin Asn Phe Asn lie Tyr Lys Arg lie Phe Thr Asp Met Val Ser 

1410 1415 1420 

Ser Pro Gly Thr Asn Cys Ala Glu Ala Tyr His Ser Trp. Ala Asp Leu 
1425 1430 1435 1440 

Arg Asp Val Leu Phe Asn Leu Ala Val Leu Ser Pro Ser Ser Ser Val 

1445 1450 1455 

Lys Thr Trp Lys Ser Ser Glu Ala Asn Ser Pro Ala His Glu Glu Phe 

1460 1465 1470 

Lys Thr Met Leu Leu lie Ala His Tyr Tyr Ala Thr Arg Ser Ala Ala 

1475 1480 1485 

Gin Ser Val Lys Gin Leu Glu Thr Val Ala Ala Arg Leu Ser Val Ser 

1490 1495 1500 

Leu Leu Arg His Thr Gin Leu Leu Pro Val Asp Lys Ala Phe Tyr Glu 
1505 1510 1515 1520 

Ala Gly lie Ala Ala Lys Ala Val Gly Trp Asp Asn Met Ala Phe lie 

1525 1530 1535 

Phe Leu Asn Arg Phe Leu Asp Leu Thr Asp Ala lie Glu Glu Gly Thr 

1540 1545 1550 

Leu Asp Gly Leu Asp His Ser Asp Phe Gin Asp Thr Asp lie Pro Phe 

1555 1560 1565 

Glu Val Pro Leu Pro Ala Lys Gin His Val Pro Glu Ala Glu Arg Glu 

1570 1575 1580 

Glu Val Arg Asp Trp Val Leu Thr Val Ser Met Asp Gin Arg Leu Glu 
1585 1590 1595 1600 

Gin Val Leu Pro Arg Asp Glu Arg Gly Ala Tyr Glu Ala Ser Leu Val 

1605 1610 1615 

Ala Ala Ser Thr Gly Val Arg Ala Leu Pro Cys Leu lie Thr Gly Tyr 

1620 1625 1630 

Pro lie Leu Arg Asn Lys lie Glu Phe Lys Arg Pro Gly Lys Ala Ala 

1635 1640 1645 

Asn Lys Asp Asn Trp Asn Lys Phe Leu Met Ala lie Lys Thr Ser His 

1650 1655 1660 

Ser Pro Val Cys Gin Asp Val Leu Lys Phe lie Ser Gin Trp Cys Gly 
1665 1670 1675 1680 

Gly Leu Pro Ser Thr Ser Phe Ser Phe Gin 
1685 1690 

<210> 4025 

<2ll> 908 

<212> DNA 

<213> Homo sapiens 
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<400> 4025 

ttaagaactc acactggann gaaaccctat gaatgcaatc actgtgggaa agcatttagt 
60 

gatccctcat cccttagact gcatttgaga attcacactg gagaaaaacc ctatgaatgt 
120 

aaccagtgtt ttcacgtttt ccgcaccagt tgtaacctta aaagccacaa gaggattcac 
180 

acgggggaga atcaccatga atgtaatcag tgtggaaaag ctttcagcac aaggtcctct 
240 

ctcactgggc acaattgcat tcatacaggg gagaaacctt atgaatgtaa ggaatgtggg . 
300 

aaaaccttta tgtataattc atcccttatt caacatctga gaactcatac tggagagaaa 
360 

ccctatgaat gtaaggagtg tgggaaagcc tttaggcaac attcacacct tgtcacacac 
420 

cagaaaatcc atactggaga gaagccctat cagtgcactg aatgtgggaa agccttcagg 
480 

cggcgttcac tccttattca acatcggaga attcatagtg gtgagaagcc ctatgaatgt 
540 

aaggaatgtg ggaagctctt catttggcgc acagctttcc tcaaacatca gagcctgcat 
600 

gctggagaga aacttgaaga atgtgagaaa nnaccttcag caaggatgag gagcttaggg 
660 

gagnagcaga aaattcacca agaagagaaa gcttattggt gtaatcagtg tggtagggct 
720 

ttccagggca gctcagacct catcggacat caggtaactc atacaggaga gaaaccatat 
780 

gaatgtaaag aatgtggana aactttcaat cagagctcag accttctgag acatcataga 
840 

attcacagtg gagaaaaacc ttatgtatgc aacaaatgtg ggaaatcttt taggggcagc , 
900 

tcagatct 
908 

<210> 4026 
<211> 302 
<212> PRT 

<213> Homo- sapiens 
<400> 4026 

Leu Arg Thr His Thr Gly Xaa Lys Pro Tyr Glu Cys Asn His Cys Gly 

1 5 10 15 

Lys Ala Phe Ser Asp Pro Ser Ser Leu Arg Leu His Leu Arg lie His 

20 25 30 

Thr Gly Glu Lys Pro Tyr Glu Cys Asn Gin Cys Phe His Val Phe Arg 

35 40 45 

Thr Ser Cys Asn Leu Lys Ser His Lys Arg lie His Thr Gly Glu Asn 

50 55 60 

His His Glu Cys Asn Gin Cys Gly Lys Ala Phe Ser Thr Arg Ser Ser 
65 70 75 80 

Leu Thr Gly His Asn Cys lie His Thr Gly Glu Lys Pro Tyr Glu Cys 

85 90 95 

Lys Glu Cys Gly Lys Thr Phe Met Tyr Asn Ser Ser Leu lie Gin His 
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100 105 110 

Leu Arg Thr His Thr Gly Glu Lys Pro Tyr Glu Cys Lys Glu Cys Gly 

115 120 125 

Lys Ala Phe Arg Gin His Ser His Leu Val Thr His Gin Lys lie His 

130 135 140 

Thr Gly Glu Lys Pro Tyr Gin Cys Thr Glu Cys Gly Lys Ala Phe Arg 
145 150 155 160 

Arg Arg Ser Leu Leu He Gin His Arg Arg He His Ser Gly Glu Lys 

165 170 175 

Pro Tyr Glu Cys Lys Glu Cys Gly Lys Leu Phe lie Trp Arg Thr Ala 

180 185 190 

Phe Leu Lys His Gin Ser Leu His Ala Gly Glu Lys Leu Glu Glu Cys 

195 200 205 

Glu Lys Xaa Pro Ser Ala Arg Met Arg Ser Leu Gly Glu Xaa Gin Lys 

210 215 220 

He His Gin Glu Glu Lys Ala Tyr Trp Cys Asn Gin Cys Gly Arg Ala 
225 230 235 240 

Phe Gin Gly Ser Ser Asp Leu lie Gly His Gin Val Thr His Thr Gly 

245 250 255 

Glu Lys Pro Tyr Glu Cys Lys Glu Cys Gly Xaa Thr Phe Asn Gin Ser 

260 265 - 270 

Ser Asp Leu Leu Arg His His Arg lie His Ser Gly Glu Lys Pro Tyr 

275 280 285 

Val Cys Asn Lys Cys Gly Lys Ser Phe Arg Gly Ser Ser Asp 
290 295 300 

<210> 4027 

<211> 941 

<212> DNA 

<213> Homo sapiens 

<400> 4027 

gcgcgccagg -gaacctatat ctgtgaaatc cgcctcaaag gggagagcca ggtgttcaag 
60 

aaggcggtgg tactgcatgt gcttccagag gagcccaaag agctcatggt ccatgtgggt 
120 , 

ggattgattc agatgggatg tgttttccag agcacagaag tgaaacacgt gaccaaggta 
180 

gaatggatat tttcaggacg gcgcgcaaag gaggagattg tatttcgtta ctaccacaaa 
240 

ctcaggatgt ctgcggagta ctcccagagc tggggccact tccagaatcg tgtgaacctg 
300 

gtgggggaca ttttccgcaa tgacggttcc atcatgcttc aaggagtgag ggagtcagat 
360 

ggaggaaact acacctgcag tatccaccta gggaacctgg tgttcaagaa aaccattgtg 
420 

ctgcatgtca gcccggaaga gcctcgaaca ctggtgaccc cggcagccct gaggcctctg 
480 

gtcttgggtg gtaatcagtt ggtgatcatt gtgggaattg tctgtgccac aatcctgctg 
540 

ctccctgttc tgatattgat cgtgaagaag acctgtggaa ataagagttc agtgaattct 
600 

acagtcttgg tgaagaacac gaagaagact aatccagaga tgaaagaaaa accctgccat 
660 
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tttgaaagat gtgaagggga ggtgaacaca cgcttcagcc taaaacacta agtagatgca 
720 

ggcctgggcc gttctcatac ccccgggaac catatcttac ccattgtatg tcgcagcttg 
780 

caggccagtg cttggcacag agcagggact caggaagcct ttgtcactaa agtaagagcc 
840 

tctgcggagt acagtgcatg gggtcggctg ggacaccccc aggcagcaga tcctggtatt 
900 

gggctgagga aagagcactg cgcttggagt cagtaagatc t 
941 

<210> 4028 

<211> 236 

<212> PRT 

<213> Homo sapiens 

<400> 4028 

Ala Arg Gin Gly Thr Tyr He Cys Glu He Arg Leu Lys Gly Glu Ser 

1 5 10 15 

Gin Val Phe Lys Lys Ala Val Val Leu His Val Leu Pro Glu Glu Pro 

20 25 30 

Lys Glu Leu Met Val His Val Gly Gly Leu He Gin Met Gly Cys Val 

35 40 45 

Phe Gin Ser Thr Glu Val Lys His Val Thr Lys Val Glu Trp lie Phe 

50 55 60 

Ser Gly Arg Arg Ala Lys Glu Glu He Val Phe Arg Tyr Tyr His Lys 
65 70 75 80 

Leu Arg Met Ser Ala Glu Tyr Ser Gin Ser Trp Gly His Phe Gin Asn 

85 90 95 

Arg Val Asn Leu Val Gly Asp He Phe Arg Asn Asp Gly Ser He Met 

100 105 110 

Leu Gin Gly Val Arg Glu Ser Asp Gly Gly Asn Tyr Thr Cys Ser He 

115 120 125 

His Leu Gly Asn Leu Val Phe Lys Lys Thr He Val Leu His Val Ser 

130 135 140 

Pro Glu Glu Pro Arg Thr Leu Val Thr Pro Ala Ala Leu Arg Pro Leu 
145 150 155 160 

Val Leu Gly Gly Asn Gin Leu Val lie lie Val Gly lie Val Cys Ala 

165 170 175 

Thr He Leu Leu Leu Pro Val Leu lie Leu He Val Lys Lys Thr Cys 

180 185 190 

Gly Asn Lys Ser Ser Val Asn Ser Thr Val Leu Val Lys Asn Thr Lys 

195 200 205 

Lys Thr Asn Pro Glu Met Lys Glu Lys Pro Cys His Phe Glu Arg Cys 

210 215 220 

Glu Gly Glu Val Asn Thr Arg Phe Ser Leu Lys His 
225 230 235 

<210> 4029 

<211> 909 , 

<212> DNA 

<213> Homo sapiens 

<400> 4029 
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cggccgcctg ttttgggtgg cgctggacct gctggacctg ctggacatgc aggccagcct 
60 

gtgggagccg ccgcgctccg ggctgccgct gtgggccgag ggcctcacct tcttctactg 
120 

ctacatgctg ctgctggtgc tgccgtgcgt ggcgctcagc gaggtcagca tgcagggcga 
180 

gcacatagcg ccgcagaaga tgatgctgta cccggtgctc agtctcgcca ccgtcaatgt 
240 

ggtgggccgt gctggcgcgc gccgccaaca tggcgctgtt ccgggacagc cgtgtctcgg 
300 

ccatcttcgt cggcaaaaac gtggtggcgc tcgccaccaa ggcctgcacc tnntcctgga 
360 

gtaccgccgc caggtgcgcg acttcccnng ccgcctgcgc 'tatcactgga gctgcagccg 
420 

ccacccccgc agcgcaactc ggtgccgccg ccgccgccgc cgctgcacgg cccgcctggg 
480 

ncgcccccac atgtcctcgc ccacgcgtga ccccctggac acgtgacagg gcccgcgcgg 
540 

cccccgacac gcccctgggg cgcagagaca ccgggttggc ttggggcgcg cggtttgcat 
600 

gggatggggt gggggcgggc tcccctaggg acaggtgcct cgagtgcccg tgcctggggt 
660 

cccgcggccg cttcttcatc tcaggaatct ctcggaccgc ggatcctcag cccccgctcc 
720 

accagcccgc cccagcgcgt gggtctgttt gggaggcctg ggccggagca gagcagaggt 
780 

gatccggccc ctgcctgctg ggccgcccgg gttggaaggg agggcagtgt gggcggagat 
840 

ctgctccttc ggtgggggcc tctggctcag atttggggcc aaggaggcct ctgtcatttt 
900 

aaagactcg 
909 

<210> 4030 
<211> 169 
<212> PRT 

<213> Homo sapiens 



<400> 4030 




























Arg Pro 


Pro 


Val 


Leu 


Gly 


Gly 


Ala 


Gly 


Pro 


Ala 


Gly 


Pro 


Ala 


Gly 


His 


1 






5 










10 










15 




Ala Gly 


Gin 


Pro 


Val 


Gly 


Ala 


Ala 


Ala 


Leu 


Arg 


Ala 


Ala 


Ala 


Val 


Gly 






20 










25 










30 






Arg Gly 


Pro 


His 


Leu 


Leu 


Leu 


Leu 


Leu 


His 


Ala 


Ala 


Ala 


Gly 


Ala 


Ala 




35 










40 










45 








Val Arg 


Gly 


Ala 


Gin 


Arg 


Gly 


Gin 


His 


Ala 


Gly Arg 


Ala 


His 


Ser 


Ala 


50 










55 










60 










Ala Glu 


Asp 


Asp 


Ala 


Val 


Pro 


Gly 


Ala 


Gin 


Ser 


Arg 


His 


Arg 


Gin 


Cys 


65 








70 










75 










80 


Gly Gly 


Pro 


Cys 


Trp 


Arg 


Ala 


Pro 


Pro 


Thr 


Trp 


Arg 


Cys 


Ser 


Gly 


Thr 








85 










90 










95 




Ala Val 


Ser 


Arg 


Pro 


Ser 


Ser 


Ser 


Ala 


Lys 


Thr 


Trp 


Trp 


Arg 


Ser 


Pro 






100 










105 










110 






Pro Arg 


Pro 


Ala 


Pro 


Xaa 


Pro 


Gly 


Val 


Pro 


Pro 


Pro 


Gly 


Ala 


Arg 


Leu 



3214 



WO 00/58473 PCT/US00/08621 



115 

Pro Xaa Pro Pro Ala 
130 

Arg Asn Ser Val Pro 
145 

Xaa Pro Pro His Val 
165 

<210> 4031 
<211> 1406 
< 2 1 2 > DNA 
<213> Homo sapiens 

<400> 4031 
naagctgaga acgcatcttt 
60 

ctcaggaaag aaattgcagg 
120 

gagtttaaaa aggaggagat 
180 

actacagctg caagaacttt 
240 

cagcaaatag cagatttacg 
300 

cacagccgtc tcagaagcca 
360 

gaaataaaag tgatggaaag 
420 

agcagcctcg aggtggagaa 
480 

agtcagattt cttcaggaac 
540 

ggcaatccac ctcgaagatc 
600 

ggacaggctg cctctcccag 
660 

aaagaggagg aggaagacca 
720 

gaaaaggttt ataagaatgg 
780 

gtgagtgcag atgggaagac 
840 

atgccagacc aaagagtgat 
900 

ccggagggac tggaagtctt 
960 

ggaagaaaag aaatcacgtt 
1020 

gaagaaagca ttttcccaga 
1080 

atagagttta ataatggcca 
1140 

ccagatggca ctgttaaaac 
1200 



120 

Leu Ser Leu Glu Leu Gin 
135 

Pro Pro Pro Pro Pro Leu 
150 155 
Leu Ala His Ala 



agctaaactt cgcattgaac 
cttcgaacaa cagaaagcaa 
gaggaagcta caaaaggaac 
tccagataaa aaggaacgtg 
ggaagatttg aaaagaaagg 
gatacaaatg ttagtcagag 
attccgactg gatgcctgga 
gaaggacaag cttgcgaaca 
ccaggtagaa aaatacaaga 
caagtctgca cctcctcgtg 
ggagccactt gaaccactga 
agacatacag ggagaaatca 
gtgccgtgtt atactgtttc 
catcactgtc actttcttta 
ctactactat gcagctgccc 
acatttctca agtggacaaa 
tcctgaccag actgttaaaa 
tggtacaatt gtcagagtac 
aagagaacta catactgccc 
cgtatatgca aacggtcatc 



125 

Pro Pro Pro Pro Gin 
140 

His Gly Pro Pro Gly 
160 



gagaaagtgc cttggaaaaa 
aagaattagc tcgaatagaa 
gtaaagtttt tgaaaagtat 
aagaaataca gactttaaaa 
agaccaaatg gtcaagtaca 
agaacacaga cctccgggaa 
agagagcaga agccatagag 
catctgttcg atttcaaaac 
aaaattatct tccaatgcaa 
atttaggcaa tttggataag 
acttcccaga tcctgaatat 
gtcatcctga tggaaaggtg 
ccaatggaac tcgaaaggaa 
at 99 t 9 ac 9 t gaagcaggtc 
agaccactca cacgacatac 
tagaaaaaca ttacccagat 
acttatttcc tgatggacaa 
aacgtgatgg caacaaactc 
agttcaagag acgggaatac 
aagaaacgaa gtacagatcc 
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ggtcggataa gagttaagga caaggagggt aatgtgctaa tggacacgga gctgtgacga 
1260 

tcctcatgtg atcatgaagt aacagtaact gactttttat gttaaaaaat gtacatttac^ 
1320 

tgtggattct gtttaattta ttgtgtatgt gtggggaaaa gattggattc taaaataaaa 
1380 

gtttaccctg tggcaaaaaa aaaaaa 
1406 

<210> 4032 
<211> 418 
<212> PRT 

<213> Homo sapiens 



<400> 4032 



Xaa Ala 


Glu 


Asn 


Ala 


Ser Leu 


Ala Lys 


Leu Arg 


He 


Glu 


Arg 


Glu 


Ser 


1 






5 






10 










15 




Ala Leu 


Glu 


Lys 


Leu 


Arg Lys 


Glu He 


Ala Gly 


Phe 


Glu 


Gin 


Gin 


Lys 






20 






25 










30 






Ala Lys 


Glu 


Leu 


Ala 


Arg He 


Glu Glu 


Phe 


Lys 


Lys 


Glu 


Glu 


Met 


Arg 




35 








40 








45 








Lys Leu 


Gin 


Lys 


Glu 


Arg Lys 


Val Phe 


Glu 


Lys 


Tyr 


Thr 


Thr 


Ala 


Ala 


50 








55 








60 










Arg Thr 


Phe 


Pro 


Asp 


Lys Lys 


Glu Arg 


Glu 


Glu 


He 


Gin 


Thr 


Leu 


Lys 


65 








70 






75 










80 


Gin Gin 


He 


Ala 


Asp 


Leu Arg 


Glu Asp 


Leu 


Lys 


Arg 


Lys 


Glu 


Thr 


Lys 








85 






90 










95 




Trp Ser 


Ser 


Thr 


His 


Ser Arg 


Leu Arg 


Ser 


Gin 


He 


Gin 


Met 


Leu 


Val 




100 






105 










110 






Arg Glu Asn Thr Asp 


Leu Arg 


Glu Glu 


He 


Lys 


Val 


Met 


Glu 


Arg 


Phe 




115 








120 








12 5 








Arg Leu Asp 


Ala 


Trp 


Lys Arg 


Ala Glu 


Ala 


lie 


Glu 


Ser 


Ser 


Leu 


Glu 


130 








135 








140 










Val Glu 


Lys 


Lys 


Asp 


Lys Leu 


Ala Asn 


Thr 


Ser 


Val 


Arg 


Phe 


Gin 


Asn 


145 








150 






155 










160 


Ser Gin 


He 


Ser 


Ser 


Gly Thr Gin Val 


Glu 


Lys 


Tyr 


Lys 


Lys 


Asn 


Tyr 








165 






170 










175 




Leu Pro 


Met 


Gin Gly 


Asn Pro 


Pro Arg 


Arg 


Ser 


Lys 


Ser 


Ala 


Pro 


Pro 






180 






185 










190 






Arg Asp 


Leu Gly Asn 


Leu Asp Lys Gly Gin Ala 


Ala 


Ser 


Pro 


Arg 


Glu 




195 








200 








205 








Pro Leu 


Glu 


Pro 


Leu 


Asn Phe 


Pro Asp 


Pro 


Glu 


Tyr 


Lys 


Glu 


Glu 


Glu 


210 








215 








220 










Glu Asp Gin Asp 


lie 


Gin Gly Glu He 


Ser 


His 


Pro 


Asp 


Gly 


Lys 


Val 


225 








230 






235 










240 


Glu Lys 


Val 


Tyr 


Lys 


Asn Gly Cys Arg 


Val 


He 


Leu 


Phe 


Pro 


Asn 


Gly 








245 






250 










255 




Thr Arg 


Lys 


Glu 


Val 


Ser Ala Asp Gly Lys 


Thr 


He 


Thr 


Val 


Thr 


Phe 






260 






265 










270 






Phe Asn Gly Asp Val 


Lys Gin 


Val Met 


Pro 


Asp 


Gin 


Arg 


Val 


He 


Tyr 




275 








280 








285 








Tyr Tyr 


Ala 


Ala 


Ala 


Gin Thr 


Thr His 


Thr 


Thr 


Tyr 


Pro 


Glu 


Gly 


Leu 


290 








295 








300 










Glu Val 


Leu 


His 


Phe 


Ser Ser 


Gly Gin 


lie 


Glu 


Lys 


His 


Tyr 


Pro 


Asp 
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305 310 315 320 

Gly Arg Lys Glu lie Thr Phe Pro Asp Gin Thr Val Lys Asn Leu Phe 

325 330 335 

Pro Asp Gly Gin Glu Glu Ser lie Phe Pro Asp Gly Thr lie Val Arg 

340 345 350 

Val Gin Arg Asp Gly Asn Lys Leu lie Glu Phe Asn Asn Gly Gin Arg 

355 360 365 

Glu Leu His Thr Ala Gin Phe Lys Arg Arg Glu Tyr Pro Asp Gly Thr 

370 375 380 

Val Lys Thr Val Tyr Ala Asn Gly His Gin Glu Thr Lys Tyr Arg Ser 
385 390 395 400 

Gly Arg lie Arg Val Lys Asp Lys Glu Gly Asn Val Leu Met Asp Thr 
405 410 415 

Glu Leu 



<210> 4033 
<211> 487 
<212> DNA 

<213> Homo sapiens 
<400> 4033 

acgcgtgaag ggacaacttc gcagagttcg gctactgctg acgcgcaggg agtaagcctc 
60 

gggttttgat gggatagcag acaggtggat tgcagagctc cggaaagacc cagccgggtg 
120 

tcaagaagag ccctcctagt ttggcctcta actggctgtg cgaccccagg caggtcactt 
180 

gtcctctctg ggaagcagct gaataatgaa cactgggatt ttcccaggct ggcttctcac 
240 

tgcagagcag aggaaaagca ttctgggggc ctgctatgga gggtcattta tccagtttac 
300 

aacttccacg gccggccctc aatggcttcc tttctctccc acaagagcgc tgggccaagc 
360 

cagctctgca ccagttggac gccttccaag aaaaactcag gctccggggg ctgcttgtca 
420 

ggaccagacg ggaggcctgg cgcccccgcc cgccatgtgt ggggagcggg cctctccaag 
480 

ccagtcc 
487 

<210> 4034 
<211> 94 
<212> PRT 

<213> Homo sapiens 



<400> 4034 

Met Asn Thr Gly lie Phe Pro Gly 

1 5 
Lys Ser lie Leu Gly Ala Cys Tyr 
20 

Thr Ser Thr Ala Gly Pro Gin Trp 

35 40 
Leu Gly Gin Ala Ser Ser Ala Pro 



Trp Leu Leu Thr Ala Glu Gin Arg 

10 15 
Gly Gly Ser Phe lie Gin Phe Thr 
25 30 
Leu Pro Phe Ser Pro Thr Arg Ala 
45 

Val Gly Arg Leu Pro Arg Lys Thr 
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50 55 60 

Gin Ala Pro Gly Ala Ala Cys Gin Asp Gin Thr Gly Gly Leu Ala Pro 
65 70 75 80 

Pro Pro Ala Met Cys Gly Glu Arg Ala Ser Pro Ser Gin Ser 
85 90 

<210> 4035 

<211> 343 

<212> DNA 

<213> Homo sapiens 

<400> 4035 

nnncttaata gcagtgttat ggaattccat gtgaggcaca aacattcaga caatcctagc 
60 

aatgttctgg aatcctatgt gagggacaaa cattcagacc ccagcagcaa tgttctggaa 
120 

tcctatggga gggacaaact ctcagaaaat agcaagagta ttttggaatc ctatctgagg 
180 

tataaacact cagaacctca tagcagtgtt caggaatcct atgtgaggga caaacattca 
240 

gaccacagca ggagcattct agaatcctat ttgaggaaca aacattcaga caatcgtagc 
300 

agtgttctgg aatccttttt ttttttgaag ctttcaatct ctt 
343 

<210> 4036 
<211> 114 
<212> PRT 

<213> Homo sapiens 
<400> 4036 



Xaa 


Leu 


Asn 


Ser 


Ser 


Val 


Met 


Glu 


Phe 


His 


Val 


Arg 


His 


Lys 


His 


Ser 


1 








5 










10 










15 




Asp 


Asn 


Pro 


Ser 


Asn 


Val 


Leu 


Glu 


Ser 


Tyr 


Val 


Arg 


Asp 


Lys 


His 


Ser 






20 










25 










30 






Asp 


Pro 


Ser 


Ser 


Asn 


Val 


Leu 


Glu 


Ser 


Tyr Gly Arg 


Asp 


Lys 


Leu 


Ser 




35 










40 










45 








Glu 


Asn 


Ser 


Lys 


Ser 


lie 


Leu 


Glu 


Ser 


Tyr 


Leu 


Arg 


Tyr 


Lys 


His 


Ser 




50 










55 










60 










Glu 


Pro 


His 


Ser 


Ser 


Val 


Gin 


Glu 


Ser 


Tyr 


Val 


Arg 


Asp 


Lys 


His 


Ser 


65 










70 










75 










80 


Asp 


His 


Ser 


Arg 


Ser 


lie 


Leu 


Glu 


Ser 


Tyr 


Leu 


Arg 


Asn 


Lys 


His 


Ser 








85 










90 










95 




Asp 


Asn 


Arg 


Ser 


Ser 


Val 


Leu 


Glu 


Ser 


Phe 


Phe 


Phe 


Leu 


Lys 


Leu 


Ser 






100 










105 










110 







lie Ser 



<210> 4037 

<211> 741 

<212> DNA 

<213> Homo sapiens 

<400> 4037 
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tttttttttt ttttttttgg aaagagaaaa tatatttact attcattaag tggatgcggg 
60 

tcatcataaa ggtcttcatt ctcatcctct tcacgttgag. taggctgagg aggaggaaga 
120 

ggaggagaag gggttggtct tgctgtctca gggcggcaga ggcagaagag aatctgagca 
180 

tacgtggacc tgtagccagg tgggcataga taaaaggaaa tattgtttgc cagtccctgc 
240 

tggaatgatg cctttacaca tctgtctgat ctgattgctc cactgttttc tgacttctct 
300 

tccctttcca gggttctagc ctgttcatct agccccatga tggctgtgga catcgagtac 
360 

agatacaact gcatggctcc ttccttgcgc caagagaggt ttgcctttaa gatctcacca 
420 

aagcccagca aaccactgag gccttgtatt cagctgagca gcaagaatga agccagtgga 
480 

atggtggccc cggctgtcca ggagaagaag gtgaaaaagc gggtgtcctt cgcagacaac 
540 

caggggctgg ccctgacaat ggtcaaagtg ttctcggaat tcgatgaccc gctagatatg 
600 

ccattcaaca tcaccgagct cctagacaac attgtgagct tgacgacagc agagagcgag 
660 

agctttgttc tggatttttc ccagccctct gcagattact tagactttag aaatcgactt 
720 

caggccgacc acgtctgcct t 
741 

<210> 4038 
<211> 134 
<212> PRT 

<213> Homo sapiens 
<400> 4038 

Met Ala Val Asp lie Glu Tyr Arg Tyr Asn Cys Met Ala Pro Ser Leu 

1 5 10 15 

Arg Gin Glu Arg Phe Ala Phe Lys lie Ser Pro Lys Pro Ser Lys Pro 

20 25 30 

Leu Arg Pro Gys lie Gin Leu Ser Ser Lys Asn Glu Ala Ser Gly Met 

35 40 45 

Val Ala Pro Ala Val Gin Glu Lys Lys Val Lys Lys Arg Val Ser Phe 

50 55 60 

Ala Asp Asn Gin Gly Leu Ala Leu Thr Met Val Lys Val Phe Ser Glu 
65 70 75 80 

Phe Asp Asp Pro Leu Asp Met Pro Phe Asn lie Thr Glu Leu Leu Asp 

85 90 95 

Asn lie Val Ser Leu Thr Thr Ala Glu Ser Glu Ser Phe Val Leu Asp 

100 105 110 

Phe Ser Gin Pro Ser Ala Asp Tyr Leu Asp Phe Arg Asn Arg Leu Gin 

115 120 125 

Ala Asp His Val Cys Leu 
130 

<210> 4039 
<211> 1503 
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<212> DNA 

<213> Homo sapiens 

<400> 4039 

gcgagcgccg ggaacgagca ccaccagggc tggagcggac ggctttagaa gagcctagct 
60 

gctgcgcgcg tcggagaggc tcctggggaa actcccacgg cccagggact ttcgaaagca 
120 

gagcgaggag ccctcgcacg cgctagtctg cgagtgagcg ctcagcccgg cacctgttcc 
180 

tccagcgccg ccgccttccc acccctcgga cccgcgccgc tcgcggcgcc cgcccgttcc 
240 

tgcgatgaat ccggccctag gcaaccagac ggacgtggcg ggccttcctg gccaacagca 
300 

gcgaggcgct ggagcgagcc gtgcgctgct gcacccaggc gtccgtggtg accgacgacg 

360 . , " 

gcttcgcgga gggaggcccg gacgagcgta gcctgtacat aatgcgcgtg gtgcagatcg 
420 

cggtcatgtg cgtgctctca ctcaccgtgg tcttcggcat cttcttcctc ggctgcaatc 
480 

tgctcatcaa gtccgagggc atgatcaact tcctcgtgaa ggaccggagg ccgtctaagg 
540 

aggtggaggc ggtggtcgtg gggccctact gacccgccct ctgcccccgc ggcaaccgct 
600 

cccacgcctg cccactttgc tagcccggct gtgcccctca ctatcagaga ctgggcgaag 
660 

caaacctgtc ggagtcaatt atttctctcg acttcggcct ttcggaaaga agcgaccggt 
720 

ttctccctcg ccctctgaaa gtcctcatgc ctggcagtcg gaggagagcg cccagactct 
780 

gaactcagca gaaagtggca agaagagggc gattagggcg cagaactttg gaagctgcta 
840 

cttacttgga atgcggggag accgacggtg cgaaggccct tctccacccg caggtgggcc 
900 

aagctctggg ggcaggtgga gagggcgggc aggggagaga cccagcggca ctgatcgcct 
960 

tgtgaccgga agagtgacct gttaaaagcc acgcagcaga ctcatggggt ctcacaaatc 
1020 

cgtgtccggg tgcgctccca ctcttctcct gctccccccc tgcccctgga ggggaggggc 
1080 

gataaatacc tttgattgta acgtgccgtt ttaagaggtt ttgtgtttgt ttgcttgaat 
1140 

acaaatgttt gataagtctt tttctgcccc agtggcctgt ttgcctgcct gaggagttac 
1200 

agttttgtca ttgtggaaga aggggtgggg ggagggggag cctgcgaatt tgaacggggt 
1260 

gagttgtttc ttttagtgca tttcccactg ggtcttttgg gaggcgtcta gcgttcctgc 
1320 

tggccctggg acaaagaccc agaatagaac tcgtagctcg tgactgcacg gtttacgcca 
1380 

caaaagtgct cttgacatcc gtgacaccgt tttgactttt tgtttttttc ttatttaaca 
1440 

tttccttaat aaatgcaaca tttaagcgtt aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
1500 
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aaa 
1503 

<210> 4040 

<211> 100 

<212> PRT 

<213> Homo sapiens 

<400> 4040 

Lys Ser Leu Ala Ala Ala Arg Val Gly Glu Ala Pro Gly Glu Thr Pro 

1 5 10 15 

Thr Ala Gin Gly Leu Ser Lys Ala Glu Arg Gly Ala Leu Ala Arg Ala 

20 25 30 

Ser Leu Arg Val Ser Ala Gin Pro Gly Thr Cys Ser Ser Ser Ala Ala 

35 40 45 

Ala Phe Pro Pro Leu Gly Pro Ala Pro Leu Ala Ala Pro Ala Arg Ser 

50 55 60 

Cys Asp Glu Ser Gly Pro Arg Gin Pro Asp Gly Arg Gly Gly Pro Ser 
65 70 75 80 

Trp Pro Thr Ala Ala Arg Arg Trp Ser Glu Pro Cys Ala Ala Ala Pro 
85 90 95 

Arg Arg Pro Trp 
100 

<210> 4041 

<211> 573 

<212> DNA 

<213> Homo sapiens 

<400> 4041 

gatcttattg aggaacgagc catctatttt gatggagact ttggtcagat tgttcgatat 
60 

ggtgagattc cagctgaatt aagggcggcg gccactgacc accggcagga gctaattgaa 
120 

tgtgttgcca attcagatga acagcttggt gagatgtttc tggaagaaaa aatcccctcg 
180 

atttctgatt taaagctagc aattcgaaga gctactctga aaagatcatt tactcctgta 
240 

tttttgggaa gcgccttgaa gaacaaagga gttcagcctc ttttagatgc tgttttagaa 
300 

tacctcccaa atccatctga agtccagaac tatgctattc tcaataaaga ggatgactca 
360 

aaagagaaaa ccaaaatcct aatgaactcc agtagagaca attcccaccc atttgtaggc 
420 

ctggctttta aactggaggt aggtcgattt ggacaattaa cttatgttcg cagttatcag 
480 

ggagagctaa agaagggtga caccatctat aacacaagga caagaaagaa agtacggttg 
540 

caacggctgg ctcgcatgca tgccgacatg atg 
573 

<210> 4042 
<211> 191 
<212> PRT 
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<213> Homo sapiens 
<400> 4042 

Asp Leu He Glu Glu Arg Ala He Tyr Phe Asp Gly Asp Phe Gly Gin 

1 5 10 15 

He Val Arg Tyr Gly Glu He Pro Ala Glu Leu Arg Ala Ala Ala Thr 

20 25 30 

Asp His Arg Gin Glu Leu He Glu Cys Val Ala Asn Ser Asp Glu Gin 

35 40 45 

Leu Gly Glu Met Phe Leu Glu Glu Lys lie Pro Ser He Ser Asp Leu 

50 55 60 

Lys Leu Ala He Arg Arg Ala Thr Leu Lys Arg Ser Phe Thr Pro Val 
65 70 75 80 

Phe Leu Gly Ser Ala Leu Lys Asn Lys Gly Val Gin Pro Leu Leu Asp 

85 90 95 

Ala Val Leu Glu Tyr Leu Pro Asn Pro Ser Glu Val Gin Asn Tyr Ala 

100 105 HO 

lie Leu Asn Lys Glu Asp Asp Ser Lys Glu Lys Thr Lys He Leu Met 

115 120 125 

Asn Ser Ser Arg Asp Asn Ser His Pro Phe Val Gly Leu Ala Phe Lys 

130 135 140 

Leu Glu Val Gly Arg Phe Gly Gin Leu Thr Tyr Val Arg Ser Tyr Gin 
145 150 155 160 

Gly Glu Leu Lys Lys Gly Asp Thr He Tyr Asn Thr Arg Thr Arg Lys 

165 170 175 

Lys Val Arg Leu Gin Arg Leu Ala Arg Met His Ala Asp Met Met 
180 185 190 

<210> 4043 

<211> 744 

< 2 1 2 > DNA 

<213> Homo sapiens 

<400> 4043 

nntgcctggc ccagtctctc ccgcctcggc ccaacatgga cttcagagaa attctcatga 
60 

tagcttccaa gggacaaggt gtcaacaatg tgccgaaaag ggatagttgg ccagtggggc 
120 

ctcccaaaaa aagacccaaa agttaaaggt gtccaatcag cagctgtaca agcttttctt 
180 

aaaaggaaag aagaggagct gagacgaaaa gccttagagg agaaaaggag aaaagaggaa 
240 

ctagtgaaaa agcgaattga gctcaaacat gacaagaaag caagagctat ggccaagagg 
300 - 

acaaaggata atttccatgg ttacaatggg attcctattg aggaaaagtc aaagaagagg 
360 

caggcaacag aaagccatac cagccaagga accgaccgag agtatgaaat ggaagaagag 
420 

aatgaattcc tcgagtacaa tcacgcagag tcagagcagg agtatgagga agagcaagaa 
480 

cctcccaaag ttgaaagcaa accaaaggtc tcccttaaag gtgccccacc acccatgaac 
540 

ttcactgatt tactcaggct ggctgagaaa aagcagtttg aaccagtgga aatcaaggta 
600 
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gtgaagaaat cagaagagcg acctatgacc gcagaagaac ttagggagcg agaattcctt 
660 

gaacgaaagc ataggagaaa aaaacttgag acagatggaa aactacctcc aactgtgtcc 
720 

aaaaaggcac ctctcggacg gaag 
744 

<210> 4044 

<211> 219 

<212> PRT 

<213> Homo sapiens 

<400> 4044 ' 

Met Cys Arg Lys Gly lie Val Gly Gin Trp Gly Leu Pro Lys Lys Asp 

1 5 10 15 

Pro Lys Val Lys Gly Val Gin Ser Ala Ala Val Gin Ala Phe Leu Lys 

20 25 30 

Arg Lys Glu Glu Glu Leu Arg Arg Lys Ala Leu Glu Glu Lys Arg Arg 

35 40 45 

Lys Glu Glu Leu Val Lys Lys Arg lie Glu Leu Lys His Asp Lys Lys 

50 55 60 

Ala Arg Ala Met Ala Lys Arg Thr Lys Asp Asn Phe His Gly Tyr Asn 
65 70 75 80 

Gly lie Pro lie Glu Glu Lys Ser Lys Lys Arg Gin Ala Thr Glu Ser 

85 90 95 

His Thr Ser Gin Gly Thr Asp Arg Glu Tyr Glu Met Glu Glu Glu Asn 

100 105 110 

Glu Phe Leu Glu Tyr Asn His Ala Glu Ser Glu Gin Glu Tyr Glu Glu 

115 120 125 

Glu Gin Glu Pro Pro Lys Val Glu Ser Lys Pro Lys Val Ser Leu Lys 

130 135 140 

Gly Ala Pro Pro Pro Met Asn Phe Thr Asp Leu Leu Arg Leu Ala Glu 
145 150 155 160 

Lys Lys Gin Phe Glu Pro Val Glu He Lys Val Val Lys Lys Ser Glu 

165 170 175 

Glu Arg Pro Met Thr Ala Glu Glu Leu Arg Glu Arg Glu Phe Leu Glu 

180 185 190 

Arg Lys His Arg Arg Lys Lys Leu Glu Thr Asp Gly Lys Leu Pro Pro 

195 200 205 

Thr Val Ser Lys Lys Ala Pro Leu Gly Arg Lys 
210 215 

<210> 4045 

<211> 2217 

<212> DNA 

<213> Homo sapiens 

<400> 4045 

ngtagctaca gtacatactg atgagtgaag aatggtttgc tttgggaata ttttcttagt 
60 

tcttcaagga catgatgtgg aagtcttgac ttgagtaact tcaatagcac taacaacagg 
120 

aattgaaaaa aacttagaat tttaaagctg agaaagagtt atcgctgtga tgattttgtg 
180 
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gttaatgaca ccaagctggg actggtacag 
240 

aactcagctt tcacagctga caggcataag 
300 

aacagcaagt tattaaaagt aaatggaagc 
360 

aatttgggga acacatgttt catgaatgcc 
420 

ttttgctgtt atttcaaaga actgcccgcc 
480 

aggcggacat accacaccag gagccaaggg 
540 

agaaagacac tctgtgcttt atggcaaggc 
600 

ttttatgttg tttggaagat tatgccaaac 
660 

gaattcnatg cgctaccttt tggaccacct 
720 

gtgtttcccg ctcagcaatt ctgcaggaga 
780 

tgcataaatg gagcatctac tgttgtcacg 
840 

gttaactgcc tcatatgtgg gacagaatct 
900 

ttagatattc caagtcagtt cagaagtaag 
960 

tgttcgttac gagattgtct tcgcagtttt 
1020 

ttatatatgt gccataaatg caaanagaaa 
1080 

aaactaccca aggtgctatg cttacatttg 
1140 

aataaagttg atacatacgt agaatttcca 
1200 

ctagatcctg agaacagtgg cccggagagc 
1260 

caccatggtt ccggggttgg ttctggacat 
1320 

tggttccact tcaatgacag tactgtaaca 
1380 

aaggctaaca tccttttcta cgtggaacac 
1440 

tacctcctcc aaatcatcat tcaccaacca 
1500 

atacttgata caagatttaa tttcattatg 
1560 

tttgtcaatg gtagtgactt actgaacatg 
1620 

agaaaacctc agcagatgtt ttgatttgct 
1680 

gtagttgtaa gaacttagtc ttatttgact 
1740 

cactttgagg cacatttaca tcaatgcttt 
1800 



aaagtcagag aacacttaca gaacttggaa 
aaaagaaaac ttttggaaaa ctcaacacta 
accactgcca tttgtgccac aggccttcgg 
atccttcagt cactcagtaa cattgagcag 
gtggagttaa ggaatgggaa aacagcagga 
gataacaatg tgtctttggt agaagagttt 
agccagactg catttagccc agagtcctta 
tttaggggct atcaacagca ggacgcccat 
acacttggan acttcagggc ggtttcaacg 
attctactct gtctgcaagt anacaagtgt 
gctatattcg gaggcattct ccaaaatgag 
agaaagtttg atccattcct agacctttca 
cgctctaaga atcaagaaaa tggaccagtt 
accgacttag aagaacttga tgagacagag 
caaaagtcca caaaaaagtt ttggattcaa 
aaaagatttc attggacagc atatttaaga 
ct g a 9 a gg cc tagacatgaa atgctactta 
tgcctgtatg acctcgccgc tgtggtggtg 
tacacagcat acgcaactca cgaaggccgc 
ctgactgacg aagagactgt ggtgaaggcg 
caggccaaag ctggatcgga taaactttaa 
taccagagaa acatttccag ttttccacaa 
cacttttcaa tttcctattt tggatttagt 
ggcaccaact aattttgttg ttgttctacc 
gctttagttg taataattca atttttatag 
tttttatttt atgttaatgt tttcagttct 
tgttcctctc acatgctgaa agcaagatgt 
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gttccttatt gtgaagagcg acacaactgc ctgctgcctt tccacagcta taatggacat 
1860 

caggttgact ctaaatcaag gatcatgtgt gcacaatact tgtggcccac aaaatttcac 
1920 

aatgactgct gaggaatcat tctttttgcc tgtaaaatat aacaaagggc atcattaagt 
1980 

agaccaggta attactgctt gtctctcaag gctgctgtct ttatcagcac taactaaata 
2040 

aatttgttgg ttcagttgta cttgtcctgc aaatacaaga attactctct ttgttggttt 
2100 

ttttggtttt ggggcatact tgtttgcggg gaggtaagat gggagtaaag accaaataca 
2160 

tgtaatgttt aaaaaaaatg ctgtgactcc ctgacatggt ataggtgtta ccagtga 
2217 

<210> 4046 
<211> 437 
<212> PRT 

<213> Homo sapiens 
<400> 4046 

Lys Lys Leu Arg lie Leu Lys Leu Arg Lys Ser Tyr Arg Gys Asp Asp 

1 5 10 15 

Phe Val Val Asn Asp Thr Lys Leu Gly Leu Val Gin Lys Val Arg Glu 

20 25 30 

His Leu Gin Asn Leu Glu Asn Ser Ala Phe Thr Ala Asp Arg His Lys 

35 40 45 

Lys Arg Lys Leu Leu Glu Asn Ser Thr Leu Asn Ser Lys Leu Leu Lys 

50 55 60 

Val Asn Gly Ser Thr Thr Ala lie Cys Ala Thr Gly Leu Arg Asn Leu 
65 70 75 80 

Gly Asn Thr Cys Phe Met Asn Ala lie Leu Gin Ser Leu Ser Asn lie 

85 90 95 

Glu Gin Phe Cys Cys Tyr Phe Lys Glu Leu Pro Ala Val Glu Leu Arg 

100 105 110 

Asn Gly Lys Thr Ala Gly Arg Arg Thr Tyr His Thr Arg Ser Gin Gly 

115 120 125 

Asp Asn Asn Val Ser Leu Val Glu Glu Phe Arg Lys Thr Leu Cys Ala 

130 135 140 

Leu Trp Gin Gly Ser Gin Thr Ala Phe Ser Pro Glu Ser Leu Phe Tyr 
145 . 150 155 160 

Val Val Trp Lys lie Met Pro Asn Phe Arg Gly Tyr Gin Gin Gin Asp 

165 170 175 

Ala His Glu Phe Xaa Ala Leu Pro Phe Gly Pro Pro Thr Leu Gly Xaa 

180 185 190 

Phe Arg Ala Val Ser Thr Val Phe Pro Ala Gin Gin Phe Cys Arg Arg 

195 200 205 

lie Leu Leu Cys Leu Gin Val Xaa Lys Cys Cys lie Asn Gly Ala Ser 

210 215 220 

Thr Val Val Thr Ala lie Phe Gly Gly lie Leu Gin Asn Glu Val Asn 
225 230 235 240 

Cys Leu lie Cys Gly Thr Glu Ser Arg Lys Phe Asp Pro Phe Leu Asp 

245 250 255 

Leu Ser Leu Asp lie Pro Ser Gin Phe Arg Ser Lys Arg Ser Lys Asn 
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260 265 270 

Gin Glu Asn Gly Pro Val Cys Ser Leu Arg Asp Cys Leu Arg Ser Phe 

275 280 ■ 285 

Thr Asp Leu Glu Glu Leu Asp Glu Thr Glu Leu Tyr Met Cys His Lys 

290 295 300 

Cys Lys Xaa Lys Gin Lys Ser Thr Lys Lys Phe Trp He Gin Lys Leu 
305 310 315 320 

Pro Lys Val Leu Cys Leu His Leu Lys Arg Phe His Trp Thr Ala Tyr 

325 . 330 335 

Leu Arg Asn Lys Val Asp Thr Tyr Val Glu Phe Pro Leu Arg Gly Leu 

340 345 350 . 

Asp Met Lys Cys Tyr Leu Leu Asp Pro Glu Asn Ser Gly Pro Glu Ser 

355 360 365 

Cys Leu Tyr Asp Leu Ala Ala Val Val Val His His Gly Ser Gly Val 

370 375 380 

Gly Ser Gly His Tyr Thr Ala Tyr Ala Thr His Glu Gly Arg Trp Phe 
385 390 395 400 

His Phe Asn Asp Ser Thr Val Thr Leu Thr Asp Glu Glu Thr Val Val 

405 410 415 

Lys Ala Lys Ala Asn He Leu Phe Tyr Val Glu His Gin Ala Lys Ala 
420 425 430 

, Gly Ser Asp Lys Leu 
435 

<210> 4047 
<211> 809 
<212> DNA 

<213> Homo sapiens ' 
<400> 4047 

gcagttaaca ttacaaggcc ctagaagtaa tacacatcgc aattcaagtc tgtattcttg 
60 

aacttttccc ctgttactgt gaagaagagt atcatgggtc catt.taatct ttgattactg 
120 

cctaaaagca ttcattgccc cagtagttct taattgtctt ggaaatcatt ctcttgcaaa 
180 

cttcacattt ccatatcata ctttacttta cgctattact tcatgggctc ctgggcattt 
240 

ggtctgtttg fgtttctcct ttcctctttg aacaaagtca ggaaaaatgt gtcagtagga 
300 

gaaaggagga gctgaaggga gtaaataatt caagatcact tctgtcattt gtagtggctg 
360 

agggctagaa agatattctt cggtgaagaa actcccaaca ggttccatca gactgataca 
420 

acttcagggg ggccaccctc tgcagatggc agtgaatttg cacctgtttg tggtacaggc 
480 

actaccacag catctttgat gtctgtgttt acattacatg agaagttctt ctccagtttt 
540 

ttggcagtgt ctgggcaatt ttgtacaaag atcacacggt tgtaggcctt cagcctgcgc 
600 

cacaactgaa catagacttt acactgtacg tacatgaaga caagacctcc tgtgaagcca 
660 

atggctacca caaccagttt tgtccaaaat ggccattcaa ggacaccttt gaaatgaaaa 
720 
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agagaaaatg ttatcaccaa gttgtcctca gtggatttgg tcattttttt ttcctatgac 
780 

ccttcaaagg cccgtgcttg ccttctaga 
809 

<210> 4048 
<211> 118 
<212> PRT 

<213> Homo sapiens 

<400> 4048 1 

Met Thr Lys Ser Thr Glu Asp Asn Leu Val lie Thr Phe Ser Leu Phe 

1 5 10 15 

His Phe Lys Gly Val Leu Glu Trp Pro Phe Trp Thr Lys Leu Val Val 

20 25 30 

Val Ala lie Gly Phe Thr Gly Gly Leu Val Phe Met Tyr Val Gin Cys 

35 40 45 

Lys Val Tyr Val Gin Leu Trp Arg Arg Leu Lys Ala Tyr Asn Arg Val 

50 55 60 

lie Phe Val Gin Asn Cys Pro Asp Thr Ala Lys Lys Leu Glu Lys Asn 
65 70 75 80 

Phe Ser Cys Asn Val Asn Thr Asp lie Lys Asp Ala Val Val Val Pro 

85 90 95 

Val Pro Gin Thr Gly Ala Asn Ser Leu Pro Ser Ala Glu Gly Gly Pro 

100 105 110 

Pro Glu Val Val Ser Val 
115 

<210> 4049 
<211> 1211 
<212> DNA 

<213> Homo sapiens 
<400> 4049 

nncctaagtg acccttctca ggacctgcag ttcattgtgg ccggggatga gtgtgtctac 
60 

ttgtaccagc ctgatgaacg tgggccctgc ttcgcctttg agggccataa gctcattgcc 
120 

cactggttta gaggctacct tatcattgtc tcccgtgacc ggaaggtttc tcccaagtca 
180 

gagtttacca gcagggattc acagagctcc gacaagcaga ttctaaacat ctatgacctg 
240 

tgcaacaagt tcatagccta tagcaccgtc tttgaggatg tagtggatgt gcttgctgag 
300 

tggggctccc tgtacgtgct gacgcgggat gggcgggtcc acgcactgca ggagaaggac 
360 

acacagacca aactggagat gctgtttaag aagaacctat ttgagatggc gattaacctt 
420 

gccaagagcc agcatctgga cagtgatggg ctggcccaga ttttcatgca gtatggagac 
480 

catctctaca gcaagggcaa ccacgatggg gctgtccagc aatatatccg aaccattgga 
540 

aagttggagc catcctacgt gatccgcaag tttctggatg cccagcgcat tcacaacctg 
600 
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actgcctacc tgcagaccct gcaccgacaa tccctggcca atgccgacca taccaccctg 
660 

ctcctcaact gctataccaa gctcaaggac agctcgaagc tggaggagtt catcaagaaa 
720 

aagagtgaga gtgaagtcca ctttgatgtg gagacagcca tcaaggtcct ccggcaggct 
780 

ggctactact cccatgccct gtatctggcg gagaaccatg cacatcatga gtggtacctg 
840 

aagatccagc tagaagacat taagaattat caggaagccc ttcgatacat cggcaagctg 
900 

ccttttgagc aggcagagag caacatgaag cgctacggca agatcctcat gcaccacata 
960 

ccagagcaga caactcagtt gctgaaggga ctttgtactg attatcggcc cagcctcgaa 
1020 

ggccgcagcg atagggaggc cccaggctgc agggccaact ctgaggagtt catccccatc 
1080 

tttgccaata acccgcgaga gctgaaagcc ttcctagagc acatgagtga agtgcagcca 
1140 

gactcacccc aggggatcta cgacacactc cttgagctgc gactgcagaa ctgggcccac 
1200 

gagaaggatc c 
1211 

<210> 4050 
<211> 403 
<212> PRT 

<213> Homo sapiens 
<400> 4050 

Xaa Leu Ser Asp Pro Ser Gin Asp Leu Gin Phe lie Val Ala Gly Asp 

1 5 10 15 

Glu Cys Val Tyr Leu Tyr Gin Pro Asp Glu Arg Gly Pro Cys Phe Ala 

20 25 30 

Phe Glu Gly His Lys Leu lie Ala His Trp Phe Arg Gly Tyr Leu lie 

35 40 45 

lie Val Ser Arg Asp Arg Lys Val Ser Pro Lys Ser Glu Phe Thr Ser 

50 55 60 

Arg Asp Ser Gin Ser Ser Asp Lys Gin lie Leu Asn lie Tyr Asp Leu 
65 70 75 80 

Cys Asn Lys Phe lie Ala Tyr Ser Thr Val Phe Glu Asp Val Val Asp 

85 90 95 

Val Leu Ala Glu Trp Gly Ser Leu Tyr Val Leu Thr Arg Asp Gly Arg 

100 105 110 

Val His Ala Leu Gin Glu Lys Asp Thr Gin Thr Lys Leu Glu Met Leu 

115 120 . 125 

Phe Lys Lys Asn Leu Phe Glu Met Ala lie Asn Leu Ala Lys Ser Gin 

130 135 140 

His Leu Asp Ser Asp Gly Leu Ala Gin lie Phe Met Gin Tyr Gly Asp 
145 150 155 160 

His Leu Tyr Ser Lys Gly Asn His Asp Gly Ala Val Gin Gin Tyr lie 

165 170 175 

Arg Thr lie Gly Lys Leu Glu Pro Ser Tyr Val lie Arg Lys Phe Leu 

180 185 190 

Asp Ala Gin Arg He His Asn Leu Thr Ala Tyr Leu Gin Thr Leu His 
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195 200 205 

Arg Gin Ser Leu Ala Asn Ala Asp His Thr Thr Leu Leu Leu Asn Cys 

210 215 220 

Tyr Thr Lys Leu Lys Asp Ser Ser Lys Leu Glu Glu Phe lie Lys Lys 
225 230 235 240 

Lys Ser Glu Ser Glu Val His Phe Asp Val Glu Thr Ala lie Lys Val 

245 250 255 

Leu Arg Gin Ala Gly Tyr Tyr Ser His Ala Leu Tyr Leu Ala Glu Asn 

260 265 270 

His Ala His His Glu Trp Tyr Leu Lys lie Gin Leu Glu Asp He Lys 

275 280 ' 285 

Asn Tyr Gin Glu Ala Leu Arg Tyr He Gly Lys Leu Pro Phe Glu Gin 

290 295 300 

Ala Glu Ser Asn Met Lys Arg Tyr Gly Lys lie Leu Met His His He 
305 310 315 320 

Pro Glu Gin Thr Thr Gin Leu Leu Lys Gly Leu Cys Thr Asp Tyr Arg 

325 330 335 

Pro Ser Leu Glu Gly Arg Ser Asp Arg Glu Ala Pro Gly Cys Arg Ala 

340 345 350 

Asn Ser Glu Glu Phe He Pro lie Phe Ala Asn Asn Pro Arg Glu Leu 

355 360 365 

Lys Ala Phe Leu Glu His Met Ser Glu Val Gin Pro Asp Ser Pro Gin 

370 375 380 

Gly He Tyr Asp Thr Leu Leu Glu Leu Arg Leu Gin Asn Trp Ala His 
385 390 395 400 

Glu Lys Asp 



<210> 4051 

<211> 1645 

<212> DNA 

<213> Homo 

<400> 4051 
tttttttttt 
60 

taagtcccta 
120 

ctgggggggt 
180 

atcccacatt 
240 

ggctgacccc 
300 

gagccaacct 
360 

ggggaacccc 
420 

gctctcaggg 
480 

ggcaacgttt 
540 

gcagtgctct 
600 



sapiens 

tttttttttt 
acctccccca 
aaaaaaggtc 
aaatagttat 
acccccacag 
ctggtgaagt 
cagggctacc 
agcacacagg 
tgcctacttc 
tatctgcccc 



ttttttagag 
aagactgagc 

gggaggagga 
atatatacac 
gacacaatgt 
gcaatagcag 
cacccccacc 
aaggacaagg 
accctagaca 
tccaaaccta 



tcatgacctt 
aaccctaccc 
attaagggaa 
atcagttcct 
gg^gagagga 
cagcaaagtc 
ctgccctgga 
ctggaaccgt 
cagcaaccct 
agtgagggcc 



atttatttac 
agcccagtta 
atacaggaat 
gtggttctgt 
gactgagggt 
ctaatggtgc 
atgtgtaagg 
cttcagggcc 

tggaggaaag 

tggttccttc 



aagcacagga 
aatactgcaa 
aggggaacat 
acagagcagc 
actgaggcca 
acaagaggga 
gacaggaatg 
cagttttaag 
cagatggtca 
ctacctctcc 



3229 



WO 00/58473 



PCT/US00/08621 



ccagggaaaa ggaaggcagc tgcttggctt ccttctagaa gccccgggag cctttaacta 
660 

ccccagctcc cttcgtagtg tcactgtccc caccagggag gggccaggca cagtctgtgg 
720 

gtcatcaggc tcaggagaag ttctggacag ggtggctgac cttcatacag gcccaataaa 
780 

gagcccggcc caaacacagc acagccaaca ggatgacaaa tgcccaggct gcatagatgc 
840 

ctccatatcg ccgtgcatgc ttccatgtgc caaaggcaag gccagtggca gtgactgcca: 
900 

aaagcaagcc aagcaagaag cagcagatac atctcttacg tgggtatctg cgcccaatag 
960 

atgacacttt cctgcagtga ggacaacgtg ccaaagtgcg gtctgtgaac tctgtccaca 
1020 

gaaaagtatt cttgcaatgt ccacagataa ccctgacacc catgggttgg ggttctggac 
1080 

tcagaggtcc gggatgcaca ggccccaggt tgatgattct tttgcagtag ggccgagggc 
1140 

atgcaatccg ttgggatgtc actttgcaga taaggagaca gttacagggg catcgaacat 
1200 

attttttccc ctgggggtgc attcttgatt ggggtggctt cattgcagac accacatttg 
1260 

actacatgct gatgcatctt gccttccacg ttgatgagag attggcagac tcggcaggtg 
1320 

atcatagggg cactcccact gtccgggcta gttaagggtg aatagggggg tgggtcctcc 
1380 

ccaggcaaca cggctggatg cccctcggga aacgggggaa atgcctgggg cggggcatgt 
1440 

ttaccggctc cgtacggtgg tgcggagggg gtcaggcctc ccccgggccc agccccactc 
1500 

ccgccgggcc ccactaaacc gttgccgccc gcgccaccgt cgatgggctc agacagcagc 
1560 

ggggaacgct ctccatctcc gccatggccg ccaccgccgc ctcccgctca ggtcggcgat 
1620 

ccggctccct tcgcctctgc cgtcg 
1645 

<210> 4052 
<211> 93 
<212> PRT 

<213> Homo sapiens 
<400> 4052 

Gly Gly Gly Ser Ser Pro Gly Asn Thr Ala Gly Cys Pro Ser Gly Asn 

1 5 10 15 

Gly Gly Asn Ala Trp Gly. Gly Ala Cys Leu Pro Ala Pro Tyr Gly Gly 

20 25 30 

Ala Glu Gly Val Arg Pro Pro Pro Gly Pro Ala Pro Leu Pro Pro Gly 

35 40 45 

Pro Thr Lys Pro Leu Pro Pro Ala Pro Pro Ser Met Gly Ser Asp Ser 

50 55 60 

Ser Gly Glu Arg Ser Pro Ser Pro Pro Trp Pro Pro Pro Pro Pro Pro 
65 70 75 80 

Ala Gin Val Gly Asp Pro Ala Pro Phe Ala Ser Ala Val 
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85 90 

<210> 4053. 
<211> 461 
<212> DNA 

<213> Homo sapiens 
<400> 4053 

gcagaatctt attttgagat acagtcccct cccacccctg ggggactagg ggtactaggg 
60 

agcgtctcat tcttctctcc tgagttccgg aatccacctc cgagagcgca gtctccaggc 
120 

tttcagcagc caggcaggcg ctcggcgaga agggtttctg gaattcgagc gatgcggctt 
180 

tgctcaccag ggagccagcc cgggacccag aacttacacc cgggaccccg cgagtacagg 
240 

acaccggtgg ggacaggaat tatcccccgc ccaggaggca ctgagaccct gcgggaggcg 
300 

tgcgcggccc taggggaggg gaggggaggc agccgccact cgtgtccgcg gagagttggg 
360 

aggcggtcgg ttttgaaagg cggccagggg agctttgtgc tgaaccggga gggccagatt 
420 

tactccctcg ggccttccgg agtcgctgcc cgggaacgcg t 
461 

<210> 4054 
<211> 96 
<212> PRT 

<213> Homo sapiens 



<400> 4054 
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Pro 




20 






25 








30 






Arg Pro Gly 


Gly 


Thr 


Glu 


Thr Leu Arg 


Glu 


Ala Cys 


Ala 


Ala 


Leu 


Gly 


35 








40 






45 








Glu Gly Arg 


Gly 


Gly 


Ser 


Arg His Ser 


Cys 


Pro Arg 


Arg 


Val 


Gly 


Arg 


50 








55 




60 










Arg Ser Val 


Leu 


Lys 


Gly 


Gly Gin Gly Ser 


Phe Val 


Leu 


Asn 


Arg 


Glu 


65 






70 






75 








80 


Gly Gin lie 


Tyr 


Ser 


Leu 


Gly Pro Ser 


Gly Val Ala 


Ala 


Arg 


Glu 


Arg 






85 






90 








95 





<210> 4055 
<211> 8458 
<212> DNA 

<213> Homo sapiens 
<400> 4055 

tgtacccgaa ggattgttgg ggtagatgga gctataaaag cactttgtaa tcgtttggtt 
60 

gtagttgaac ttaacaacag gactagcaga gacttacctg aacagtgtgt aaaggtatta 
120 
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taactgatat gtactcgtga 
ISO 

cttaccttca ttcgcgacag 
240 

gctgtggtat caagactctg 
300 

gtagagtctc tgtctagttt 
360 

cggtgttttg catcactagc 
420 

gccaagcatg gattaactga 
480 

tcaggaccat catcagcatg 
540 

gcagattcca aattgagtaa 
600 

agaggctctc cggtagtaac 
660 

agtgcattgc agggtgatga 
720 

ttggtgctat tatttgaagg 
780 , 

agaatcccag gactccggag 
840 

gattgtattc gaagtaaaga 
900 

gaagtaaatt ttatggatga 
960 

actcaggaaa tggtagaatt 
1020 

tcatcatcat tacattatgc 
1080 

cggcatggtg caaatccaga 
1140 

cgagaaaggg gccatagtga 
1200 

ccagttaata aaggagatga 
1260 

aatgagccca aaggagatcc 
1320 

tttgcacaaa catttcagca 
1380 

attcgaaaaa tgattcattt 
1440 

gttggtcaca atttgcctac 
1500 

gatgatgatg atggccactt 
1560 

ggtgatatat ttttggatca 
1620 

gcaggtcctt cctctgatga 
1680 

ccacaggaag atgctaaaga 
1740 
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gtcaagagca 
gggacatcta 
tggctaaatg 
attaaagcat 
tgaccggttt 
ggagctgttg 
caaaccaggt 
tcaggtgtca 
acatgatctt 
aagatgtgtg 
acgaaaagct 
attagatagt 
taccgatgca 
tgtaggtcag 
tctttgtgag 
tgcatgtttt 
tctgagagat 
agtggtagct. 
taagaaaaag 
ggaaatggca 
aactatgctg 
ttgctctgaa 
aatactagtg 
9Ctggctttg 
gctagccaga 
tgagaatgaa 
attgcaacaa 



gtctttgagg 
ggtcataaag 
gagcctcaag 
gaagatcatc 
acccgtcgtg 
tctcgaatgg 
cgcagcacca 
acaattgtaa 
ctgaggtcgg 
cttgatacta 
ttgccaaagt 
tctggggagc 
cttatagatg 
actctattaa 
agaggtgcag 
ggaagacctc 
gaagatggga 
attcttcagt 
aaagatacaa 
cccatatact 
ccttcaataa 
gcactgttaa 
gaaatcactg 
cagatcataa 
cttggtgtaa 
gaggaatcaa 
ggtaaaccat 



ctggtggttt 
acaccttgca 
attcttcttt 
aggtttcaga 
gggtagaccc 
cagcggctgg 
caggagcccc 
gtctgctctc 
agcttccaga 
tgcgtttggt 
ctagtgctgg 
gctcacatcg 
caattgacac 
actgggcctc 
atgttaatag 
aagtagcaaa 
aaactccatt 
ctccaggtga 
acaaagatga 
tgaaaaggtt 
ggaaagcaag 
aagaagtttg 
caactgtcct 
gggatttagt 
ttagcaaagt 
aaccagaaaa 
atcattggag 



gaattgtgtg 
ctctgctatg 
agaaatttgt 
tggagctctg 
agctccattg 
tggtactgta 
atccaccact 
aacgctttgc 
ttcaattgaa 
tgaccttctc 
atctacaggc 
gcagcttata 
aggagccttt 
tgcttttgga 
aggtcaaagg 
gactctgtta 
agataaagct 
ttggatgtgt 
agaagaatgt 
attgccagtg 
tcttgctcta 
tgattctgat 
ggatcaagag 
agataaaggt 
gtcaacgttg 
agaagatgaa 
agactggtca 
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atcattaggg gaagggactg cttatatatt tggagtgatg cagcagcctt ggaattatct 
1800 

aatggcagta atggatggtt cagatttatc ttggatggaa aacttgccac catgtattca 
1860 " , 

agtggtagtc cggaaggtgg atctgacagt tcagaaagcc gaagtgaatt cttagagaag 
1920 

ttacaaagag ctcgaggcca agtaaagcca tctacttcaa gtcaacctat actgtcagca 
1980 

ccaggaccca ctaaacttac tgtaggaaat tggtcactga catgtttgaa agaaggagaa 
2040 

attgctattc ataattcaga tggtcagcaa gctacaatat tgaaagaaga tttacctggt 
2100 

tttgtatttg aatctaatag aggaaccaaa cattcattta ctgcagaaac ttccctgggt 
2160 

tcagaatttg tgactggctg gactggcaaa agaggcagaa aactgaaatc taagttagaa 
2220 

aaaacaaagc anaaggtacg aactatggct cgagatttat acgatgacca ttttaaagct 
2280 

gttgaaagca tgcctcgtgg agtagtggta acactcagaa acatagcaac tcagttagag 
2340 

tcatcttggg aacttcatac aaatagacaa tgtattgaga gtgagaacac ttggagagat 
2400 

ttaatgaaga cagctttaga aaacctaatt gtacttttga aggatgaaaa cacaatttca 
2460 

ccatatgaaa tgtgtagcag tggcttggta caagcacttc ttactgtgtt aaacaatagc 
2520 

atggatttgg atatgaaaca agattgtagt caactggtag aaagaataaa tgtttttaaa 
2580 

actgccttta gtgaaaatga agatgatgaa agtcgaccag cagttgcgtt aattcgaaag 
2640 

ttaatagctg tactagaatc tattgaacgt ctacctctcc atttgtatga tacaccagga 
2700 

tccacatata acctccagat acttacaagg agattacgat ttcggttgga acgtgcacct 
2760 

ggtgaaactg cattgattga caggactggc agaatgttga agatggaacc tttggctaca 
2820 

gttgaatctc tggaacagta ccttttgaaa atggtagcaa aacagtggta tgattttgac 
2880 

cgatcttcat ttgtttttgt tcgaaaatta agagaaggac aaaattttat atttcggcac 
2940 

cagcatgatt ttgatgaaaa tggaatcatt tactggattg gaacaaatgc aaaaactgct 
3000 

tatgaatggg taaatccagc tgcctatgga cttgtagtag taacgtcatc agaaggaaga 
3060 

aatctacctt atggccgctt agaagacata ctaagtcgtg ataattcagc tttaaattgt 
3120 

catagcaatg atgataagaa tgcctggttt gccatagatc tgggtctctg ggtgatacca 
3180 

tcagcatata cacttcgtca tgctcgtggt tatggaaggt ctgcactgag aaattgggtt 
3240 

ttccaggtat ccaaagatgg acagaactgg acttctttgt atacccatgt tgatgactgc 
3300 

agtctcaatg aaccagggtc aactgcaact tggcctcttg atccaccaaa ggatgagaaa 
3360 
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caagggtgga gacatgtgag 
3420 

tacctctcat tatctggatt 
3480 

ctagggaaag cagctaaaga 
. 3540 

tcccaggttc tgaaatacat 
3600 

tggcgagatc aggatggcag 
3660 

ggctggattg atgtcacctg 
3720 

ggaaaatttg acctcaagct 
3780 

cctgtttcat ccactgtttc 
3840 

tgtccagaca agacatctgc 
3900 

gtgtgtagcg tggccagtag 
3960 

tcagaaattg taatggaaca 
4020 

gttctttcat ctgctgaaaa 
4080 

accagcacct taacagcgga 
4140 

agttctgttc gtactcctgg 
4200 , 
tctcctgatg ttagttcagt . 
4260 

cttagctctt cagcaagtaa 
4320 

atgagctcta gtgcaagtgt 
4380 

tttgtaagga gagtggcaaa 
4440 

cgaagcagca gtgataacaa 
4500 

tctcctctta tgggtgctca 
4560 - 

gtgactatgt caacatccag 
4620 

ttatcagttg gtcaatcttt 
46 80 

gagagtgaca caggtcagga 
4740 

gccagtactc tattggctga 
4800 

gatgatgaga atgaagatga 
4860 

agacgcccat ccctgcaacg 
4920 

acctcgcagc taccacaggt 
4980 



aattaaacag atggggaaaa 
cgaactttat ggcactgtaa 
agcagaagct aatcttagac 
ggttccagga gctcgtgtta 
cccacaggga gaaggcactg 
ggatgctggt ggctcaaact 
tgcaccaggg tacgaccctg 
aggcacaacg caatcatgga 
tgctgcaggc tcctcaagta 
cagcgacatc agcttgggtt 
cagtatagtt tcaggagctg 
cgtccctcaa acagaagtag 
aacgggaagt gaaaatgctg 
ggagtctagt gcaatatcca 
atctgaatta actaataaag 
cagactgtca gtgagttctt 
acctaacctg tcctcaagag 
catagcacgg actaatgcca 
cactaatact ttggggagga 
gagtttccct aatttgacca 
tgttactagc agcagcaatg 
aagtaacact ttaaccacca 
agcagaatat tccttatatg 
gctcgatgat gatgaggact 
caatcaggag gaccaagaat 
tcgagctggc tcccgctctg 
acctgctgga gcagggagcc 



atgccagtgg acaaacacac 
atggagtatg tgaagatcag 
ggcagagacg tctagtacgt 
tcagaggcct ggattggaaa 
tcacaggaga actacacaat 
cttaccgtat gggcgcagaa 
atacagtggc atcacccaaa 
gcagcttggt gaaaaacaac 
gaaaaggaag cagcagttct 
cgaccaaaac ggaacggaga 
atgtccatga accaattgtt 
ggtcatcttc cagtgcaagc 
aaaggaagtt aggccctgat 
tgggaattgt cagtgttagt 
aagcagcttc acaacgacct 
tgttggctgc tggggcccct 
aaacatctag cttggagagt 
cgaacaacat gaatctaagc 
atgtgatgag cacagcaact 
cacctggtac tacatcaaca 
tagctacagc aacaacagtt 
gcctcacatc aacttccagt 
atttccttga tagctgccgt 
tacctgagcc agatgaagaa 
acgaggaggt tatgattctg 
atgtaacgca tcatgctgtt 
gacctattgg ggagcaggaa 



3234 



WO 00/58473 PCT/US00/08621 



gaagaagagt 
5040 

aagagacagt 
5100 

cagcagacaa 
5160 

gaagtcgaat 
5220 

acgactcgtg 
5280 

caaaaattgc 
5340 

tgggagccca 
5400 

aatggaaaaa 
5460 

ttaccaaaga 
5520 

cactggaaat 
5580 

atagctgcat 
5640 

atttctactc 
5700 

gcaggcaatg 
5760 

tatatagttg 
5820 

cagtttactt 
5880 

cagattgagg 
5940 

accagcaaat 
6000 

tcatttggcg 
6060 

cgaacgagaa 
6120 

ctcaagcatg 
6180 

gtcatgcaaa 
6240 

ggaactggct 
6300 

actgacttgg 
6360 

gatcttggag 
6420 

acagcaccat 
6480 

cttggaattt 
6540 

aaaccttttt 
6600 



acgaaactaa 
tttctgcatt 
ctgatctaga 
gtactccgtc 
aagttgaatt 
ttcaattgtc 
catacacaat 

tgggttgctg 

atgacttgat 
taactggcac 
ataaggattt 
ttcaaagtag 
gacagaactc 
caagtgaccc 
ttccaccaga 
aaccattggc 
gtccttttct 
cctcaagagc 
ccacaagcag 
aaagagtaaa 
tacatgcaga 
tgggacccac 
gagcttggct 
gtggattgaa 
ttccacagga 
tcttggccaa 
ttaaacttat 



aggaggacgc 
ggttcctgct 
aataccaccc 
acctcgatta 
accactcacc 
ctgtaatggc 
catgtacaga 
gtctatagag 
aacctacctg 
taataaaagt 
ttgtgagcat 
tgatattctt 
ttgtggagta 
ttattcaaga 
tgaattcact 
actggcaagt 
aataccattt 
aatagtatgg 
tgttaggcga 
agttccacgt 
tcggaaatca 
attagagttt 
ttgtgatgat 
acctcctgga 
tagtgatgag 
atgcattcaa 
gtgtatgggt 



cggagaacat 
tttgatccta 
ccagggaccc 
gctctcactt 
aatttcagat 
aatgtgaaat 
gaaatgaagg 
catgtggagc 
cagaagaatg 
attaggaaaa 
ggaacaaagt 
aatttaacaa 
gaagatgtcc 
atatcccagg 
agcaaaaaaa 
ggggctctgc 
gaaactagac 
ttacagaacc 
gatgaccctg 
ggcgagtcac 
gttcttgagg 
tatgctctgg 
aattttccag 
tattatgtgc 
cttgaaagga 
gacaatagac 
gacattaaaa 



gggatgatga 
gacctggtcg 
ctcattcaga 
tgaaagtaac 
caaccatctt 
cagataaact 
attctgataa 
agtaccttgg 
cagacgctgc 
acagaaattg 
ctgggttaaa 
aagaacaacc 
ttcagcttct 
aagatggtga 
ttacaacaaa 
cagactggtg 
agctttattt 
gacgtgaagc 
gagagtttcg 
tgatggaatg 
ttgaattttt 
tggcagcaga 
atgatgaatc 
agaggtcatg 
tcacgaaact 
ttgtggactt 
gcaatatgag 



ttatgtgcta 
tactaatgtc 
gctcttggaa 
aggtcttgga 
ttactatgta 
taggcgtatt 
agaaaaggaa 
cactgatgaa 
tttcctgcgc 
ttctcagctc 
ccagggggcc 
tcaggccaaa 
gcgtattctg 
tgaacagcct 
aatattacag 
tgaacaatta 
cacatgtaca 
eactgtggag 
agttggtcgt 
ggctgagaat 
aggagaagaa 
attccagaga 
tcgtcacgtt 
tggactgttc 
gtttcatttc 
acctatttct 
taaactgatt 
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tatgagtcac gaggtgatag agacttacac 
6660 

gaagaaggtc atgattcact ctcggtagga 
6720 

attcttgatc cccctaaacc aaaaccccca 
6780 

gactttgaat tagtaaaccc acacagagcc 
6840 

atcaagaggc gccaaatttt aagcaacaaa 
6900 

ttacaggaac tagtgctgaa gaatccatca 
6960 

ttaggtttaa atttccagtt ttgcccttcc 
7020 

ctcaagccaa gtggtgaaga tgagatgata 
7080 

ttgatgtttg acttttgtat .gcatacgggt 
7140 

gggtttaata aagtttttcc aatggagaaa 
7200 

atgattcttt gtggaaacca gtcaccatcc 
7260 

gaacctaagc tgggttatac acgtgacagc 
7320 

tgtggcatgt cttctgatga aaggaaagca 
7380 

ctacccccag gtggactggc taacctgcat 

7440 

gctactgatg caagctatcc atcagtcaat 
7500 

tattcttccg aggagatcat gagagagcgc 
7560 

catctcaatt gagctttgaa gtgcaatggg 
7620 

agcctcttgt gtttgtgtgc agagaagtat 
7680 

tttttccacc attaaggctt taagaacatg 
7740 

aacaaatcct gtaactaccc agccagcaag 
7800 

aagggcttat gtgactggaa taaggtggtc 
7860 

agatcttcag tgttcactgg taaatttcta 
7920 

atactccata cactacagtt gctgtcactg 
7980 

ggtcaaaaat cctgcttcct taaaacatag 
8040 

ttccttttta atgatgcctg cactatcaag 
8100 

tataatcatg caccaaactt tttatttctt 
8160 

tgccatacta tgaagatcaa agtcttaagt 
8220 



tgtactgaaa gtcagtctga agcttctaca 
agctttgaag aggattcaaa atcagaattt 
gcttggctta atggaatttt gacttgggaa 
agatttttaa aagaaattaa agaccttgct 
ggtctttctg aagatgagaa gaacacaaaa 
ggttctgggc ctccacttag catagaggat 
tcaagaatat atggttttac agctgtggat 
acaatggata atgcagaaga atatgtggat 
attcagaaac aaatggaagc ctttagagat 
ttaagttcct tcagccatga agaagtccaa 
tgggcagcag aggatattat caattacact 
cctggtttcc tgaggtttgt gagggtttta 
ttcttgcagt ttaccactgg ttgttcaact 
cccaggctca cggttgtacg caaggttgat 
acatgtgtgc attaccttaa gttgcctgaa 
ctgctagctg ctacaatgga gaaaggcttt 
agacatcaga gactttaaaa atactagtga 
atgatccacc atgctaatga cacttgcctt 
tggaataagt tttttagctg ctaatgacaa 
tatatagcac agaacactgt gttactttac 
ccacttgact gttccaaaga gcagcttctc 
acagtgtatt tgtgtaaagt ttgtcatttc 
atccctgttt tgctggcttt taagctactt 
agaattaatg agcatctcaa gctttttctt 
agtattctag tgttctctct ttgtttggca 
taaggtggga gtatattttt atttcctaaa 
gtgtttgcag ctcaaaaata aagatgtatt 
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aaggggggaa aacctggtct aagtgcaagg cacacttaca gcgagtttta ctttcggttg 
8280 

tattttcttt gtatattata aacatttatt taacttgttg ccgtttgaag taaaaaattt 
8340 

ccaaaatgta tgctcaacaa taatcattaa aatgtttgca gcgtaaaaaa aaaaaaaaaa 
8400 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaa 
8458 

<210> 4056 

<211> 2434 

<212> PRT 

<213> Homo sapiens 

<400> 4056 

Met Glu Pro Gin Asp Ser Ser Leu Glu lie Cys Val Glu Ser Leu Ser 

1 5 10 15 

Ser Leu Leu Lys His Glu Asp His Gin Val Ser Asp Gly Ala Leu Arg 

20 25 30 

Cys Phe Ala Ser Leu Ala Asp Arg Phe Thr Arg Arg Gly Val Asp Pro 

35 40 45 

Ala Pro Leu Ala Lys His Gly Leu Thr Glu Glu Leu Leu Ser Arg Met 

50 55 60 

Ala Ala Ala Gly Gly Thr Val Ser Gly Pro Ser Ser Ala Cys Lys Pro 
65 70 75 80 

Gly Arg Ser Thr Thr Gly Ala Pro Ser Thr Thr Ala Asp Ser Lys Leu 

85 90 95 

Ser Asn Gin Val Ser Thr He Val Ser Leu Leu Ser Thr Leu Cys Arg 

100 105 110 

Gly Ser Pro Val Val Thr His Asp Leu Leu Arg Ser Glu Leu Pro Asp 

115 120 125 

Ser He Glu Ser Ala Leu Gin Gly Asp Glu Arg Cys Val Leu Asp Thr 

130 135 140 

Met Arg Leu Val Asp Leu Leu Leu Val Leu Leu Phe Glu Gly Arg Lys 
145 150 155 160 

Ala Leu Pro Lys Ser Ser Ala Gly Ser Thr Gly Arg He Pro Gly Leu 

165 170 175 

Arg Arg Leu Asp Ser Ser Gly Glu Arg Ser His Arg Gin Leu He Asp 

180 185 190 

Cys He Arg Ser Lys Asp Thr Asp Ala Leu He Asp Ala He Asp Thr 

195 200 205 

Gly Ala Phe Glu Val Asn Phe Met Asp Asp Val Gly Gin Thr Leu Leu 

210 215 220 

Asn Trp Ala Ser Ala Phe Gly Thr Gin Glu Met Val Glu Phe Leu Cys 
225 230 235 240 

Glu Arg Gly Ala Asp Val Asn Arg Gly Gin Arg Ser Ser Ser Leu His 

245 250 255 

Tyr Ala Ala Cys Phe Gly Arg Pro Gin Val Ala Lys Thr Leu Leu Arg 

260 265 270 

His Gly Ala Asn Pro Asp Leu Arg Asp Glu Asp Gly Lys Thr Pro Leu 

275 280 285 

Asp Lys Ala Arg Glu Arg Gly His Ser Glu Val Val Ala lie Leu Gin 

290 295 300 

Ser Pro Gly Asp Trp Met Cys Pro Val Asn Lys Gly Asp Asp Lys Lys 
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305 310 315 320 

Lys Lys Asp Thr Asn Lys Asp Glu Glu Glu Cys Asn Glu Pro Lys Gly 

325 330 335 

Asp Pro Glu Met Ala Pro lie Tyr Leu Lys Arg Leu Leu Pro Val Phe 

340 345 350 

Ala Gin Thr Phe Gin Gin Thr Met Leu Pro Ser lie Arg Lys Ala Ser 

355 360 365 

Leu Ala Leu lie Arg Lys Met lie His Phe Cys Ser Glu Ala Leu Leu 

370 375 380 

Lys Glu Val Cys Asp Ser Asp Val Gly His Asn Leu Pro Thr He Leu 
385 390 395 400 

Val Glu He Thr Ala Thr Val Leu Asp Gin Glu Asp Asp Asp Asp Gly 

405 410 415 

His Leu Leu Ala Leu Gin He He Arg Asp Leu Val Asp Lys Gly Gly 

420 425 430 

Asp He Phe Leu Asp Gin Leu Ala Arg Leu Gly Val He Ser Lys Val 

435 440 445 

Ser Thr Leu Ala Gly Pro Ser Ser Asp Asp Glu Asn Glu Glu Glu Ser 

450 455 460 

Lys Pro Glu Lys Glu Asp Glu Pro Gin Glu Asp Ala Lys Glu Leu Gin 
465 470 475 480 

Gin Gly Lys Pro Tyr His Trp Arg Asp Trp Ser He He Arg Gly Arg 

485 490 495 

Asp Cys Leu Tyr He Trp Ser Asp Ala Ala Ala Leu Glu Leu Ser Asn 

500 505 510 

Gly Ser Asn Gly Trp Phe Arg Phe He Leu Asp Gly Lys Leu Ala Thr 

515 520 525 

Met Tyr Ser Ser Gly Ser Pro Glu Gly Gly Ser Asp Ser Ser Glu Ser 

530 535 540 

Arg Ser Glu Phe Leu Glu Lys Leu Gin Arg Ala Arg Gly Gin Val Lys 
545 550 555 560 

Pro Ser Thr Ser Ser Gin Pro He Leu Ser Ala Pro Gly Pro Thr Lys 

565 570 575 

Leu Thr Val Gly Asn Trp Ser Leu Thr Cys Leu Lys Glu Gly Glu He 

580 < 585 590 

Ala He His Asn Ser Asp Gly Gin Gin Ala Thr He Leu Lys Glu Asp 

595 600 605 

Leu Pro Gly Phe Val Phe Glu Ser Asn Arg Gly Thr Lys His Ser Phe 

610 615 620 

Thr Ala Glu Thr Ser Leu Gly Ser Glu Phe Val Thr Gly Trp Thr Gly 
625 630 . 635 640 

Lys Arg Gly Arg Lys Leu Lys Ser Lys Leu Glu Lys Thr Lys Xaa Lys 

645 650 655 

Val Arg Thr Met Ala Arg Asp Leu Tyr Asp Asp His Phe Lys Ala Val 

660 665 670 

Glu Ser Met Pro Arg Gly Val Val Val Thr Leu Arg Asn He Ala Thr 

675 680 685 

Gin Leu Glu Ser Ser Trp Glu Leu His Thr Asn Arg Gin Cys lie Glu 

690 695 700 

Ser Glu Asn Thr Trp Arg Asp Leu Met Lys Thr Ala Leu Glu Asn Leu 
705 710 715 720 

He Val Leu Leu Lys Asp Glu Asn Thr He Ser Pro Tyr Glu Met Cys 

725 730 735 

Ser Ser Gly Leu Val Gin Ala Leu Leu Tnr Val Leu Asn Asn Ser Met 
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740 








745 










750 








Asp 




ys 


Gin 


Asp 


Cys Ser 


Gin 


Leu 


Val 


Glu 


Ara 


He 


Asn 




755 










760 








765 








Val Phe 


Lys 


Thr 


Ala 


Phe 


Ser 


Glu Asn 


Glu 


Asd 


Asp 


Glu 


Ser 


Arg 


Pro 


770 










775 








780 










M.X d vdl 


Ala 


Leu 


lie 


A rex 


Lys 


Leu lie 


Ala 


Val 


Leu 


Glu 


Ser 


He 


Glu 


785 








790 








795 










800 


Arg i_»eu 


Pro 


Leu 


His 






Asr} Thr 


Pro 


Glv 


Ser 


Thr 


Tvr 


Asn 


Leu 








805 








810 










815 




win iie 


Leu 




Arg. 


A 


Leu 


Ara pHf* 

/A-l* -IT X X ^ 




Leu 


Glu 


Aro 


Ala 


Pro 


Glv 






820 








825 










830 






Glu Thr 


/iJLcl 


Leu 


lie 


sp 


Arg 


Thr Gly 


Arcr 


Met 


Leu 


Lys 


Met 


Glu 


Pro 




83 5 










840 








845 








Leu AX 3 


1 Il-L 


v dl 




Ser 


Leu 


Glu Gin 


Tvr 


Leu 


Leu 


Lys 


Met 


Val 


Ala 


OCrt 
O D U 


■< 








855 








860 










Lys Gin 


Trp 


Tyr 


Asp 


Phe 




Arg Ser 


Ser 


Phe 


Val 


Phe 


Val 


Arcr 


LVS 


Q ff [T 

ODD 








870 








8*75 










880 


Leu Arg 


Glu 


Gly 


n~i t-i 
bin 


Asn 


Phe 




Arg 


His 


Gin 


His 


Asp 


Phe 


Asp 








885 








890 










895 




Glu Asn 


Lj±y 


xxe 


lie 


Tyr 


Trp 


He Gly 


Thr 


Asn 


Ala 


Lys 


Thr 


Ala 


Tvr 














905 










910 






Glu Trp 


Vdl 


Asn 


Pro 


Ala 


Ala 


Tyr Gly 


Leu 


Val 


Val 


Val 


Thr 


Ser 


Ser 




915 










920 








925 








Glu Gly 


Arg 


Asn 


Leu 


Pro 


Tyr 


Gly Arg 


Leu 


Glu 


Asp 


He 


Leu 


Ser 


Arcr 


930 










935 








940 










Asp Asn 


Ser 


Md 


Leu 


Asn 


Cys 


His Ser 


Asn 


Asp 


Asp 


Lys 


Asn 


Ala 


Tro 


94 5 








950 








955 










960 


Phe Ala 


lie 


Asp 


Leu 


Gly Leu 


Trp Val 


He 


Pro 


Ser 


Ala 


Tyr 


Thr 


Leu 








965 








970 










975 




Arg His 


Ala 


Arg 


Gly 


Tyr Gly 


Arg Ser 


Ala 


Leu 


Arg 


Asn 


Trp 


Val 


Phe 






980 








985 










990 






Gin Val 


Ser 


Lys 


Asp 


Gly Gin 


Asn Trp 


Thr 


Ser 


Leu 


Tyr 


Thr 


His 


Val 




995 










1000 








1005 






Asp Asp 


Cys 


Ser 


Leu 


Asn 


Glu 


Pro Gly 


Ser 


Thr 


Ala 


Thr 


Trp 


Pro 


Leu 


1010 








1015 






1020 








Asp Pro 


Pro 


Lys 


Asp 


Glu 


Lys 


Gin Gly 


Trp 


Arg 


His 


Val 


Arg 


He 


Lys 


1025 








1030 






1035 








1041 


Gin Met Gly 


Lys 


Asn 


Ala 


Ser 


Gly Gin 


Thr 


His 


Tyr 


Leu 


Ser 


Leu 


Ser 








1045 






1050 








1055 


Gly Phe 


Glu 


Leu 


Tyr Gly Thr Val Asn 


Gly Val 


Cys 


Glu 


Asp 


Gin 


Leu 






1060 






1065 








1070 




Gly Lys 


Ala 


Ala 


Lys 


Glu 


Ala 


Glu Ala 


Asn 


Leu 


Arg Arg Gin Arg Arg 




1075 








1080 








1085 






Leu Val 


Arg 


Ser 


Gin 


Val 


Leu 


Lys Tyr 


Met 


Val 


Pro 


Gly Ala Arg Val 


1090 








1095 






1100 








lie Arg Gly Leu Asp Trp Lys 


Trp Arg Asp 


Gin 


Asp Gly 


Ser 


Pro 


Gin 


1105 








1110 






1115 








112 


Gly Glu 


Gly Thr Val 


Thr Gly Glu Leu 


His 


Asn 


Gly Trp 


He 


Asp 


Val 








1125 






1130 








1135 


Thr Trp Asp Ala Gly Gly 


Ser 


Asn Ser 


Tyr 


Arg 


Met 


Gly Ala Glu Gly 



1140 1145 H50 



Lys Phe Asp Leu Lys Leu Ala Pro Gly Tyr Asp Pro Asp Thr Val Ala 

1155 1160 1165 

Ser Pro Lys Pro Val Ser Ser Thr Val Ser Gly Thr Thr Gin Ser Trp 
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1170 1175 1180 

Ser Ser Leu Val Lys Asn Asn Cys Pro Asp Lys Thr Ser Ala Ala Ala 
1185 1190 1195 1200 

Gly Ser Ser Ser Arg Lys Gly Ser Ser Ser Ser Val Cys Ser Val Ala 

1205 1210 1215 

Ser Ser Ser Asp He Ser Leu Gly Ser Thr Lys Thr Glu Arg Arg Ser 

1220 1225 1230 

Glu He Val Met Glu His Ser He Val Ser Gly Ala Asp Val His Glu 

1235 1240 1245 

Pro He Val Val Leu Ser Ser Ala Glu Asn Val Pro Gin Thr Glu Val 

1250 1255 1260 

Gly Ser Ser Ser Ser Ala Ser Thr Ser Thr Leu Thr Ala Glu Thr Gly 
1265 1270 1275 1280 

Ser Glu Asn Ala Glu Arg Lys Leu Gly Pro Asp Ser Ser Val Arg Thr 

1285 1 1290 1295 

Pro Gly Glu Ser Ser Ala He Ser Met Gly He Val Ser Val Ser Ser 

1300 1305 1310 

Pro Asp Val Ser Ser Val Ser Glu Leu Thr Asn Lys Glu Ala Ala Ser 

1315 1320 1325 

Gin Arg Pro Leu Ser Ser Ser Ala Ser Asn Arg Leu Ser Val Ser Ser 

1330 1335 1340 

Leu Leu Ala Ala Gly Ala Pro Met Ser Ser Ser Ala Ser Val Pro Asn 
1345 1350 1355 1360 

Leu Ser Ser Arg Glu Thr Ser Ser Leu Glu Ser Phe Val Arg Arg Val 

1365 1370 1375 

Ala Asn He Ala Arg Thr Asn Ala Thr Asn Asn Met Asn Leu Ser Arg 

1380 1385 1390 

Ser Ser Ser Asp Asn Asn Thr Asn Thr Leu Gly Arg Asn Val Met Ser 

1395 1400 1405 

Thr Ala Thr Ser Pro Leu Met Gly Ala Gin Ser Phe Pro Asn Leu Thr 

1410 1415 1420 

Thr Pro Gly Thr Thr Ser Thr Val Thr Met Ser Thr Ser Ser Val Thr 
1425 1430 1435 1440 

Ser Ser Ser Asn Val Ala Thr Ala Thr Thr Val Leu Ser Val Gly Gin 

1445 1450 1455 

Ser Leu Ser Asn Thr Leu Thr Thr Ser Leu Thr Ser Thr Ser Ser Glu 

1460 1465 1470 

Ser Asp Thr Gly Gin Glu Ala Glu Tyr Ser Leu Tyr Asp Phe Leu Asp 

1475 1480 1485 

Ser Cys Arg Ala Ser Thr Leu Leu Ala Glu Leu Asp Asp Asp Glu Asp 

1490 1495 . 1500 

Leu Pro Glu Pro Asp Glu Glu Asp Asp Glu Asn Glu Asp Asp Asn Gin 
1505 1510 1515 1520 

Glu Asp Gin Glu Tyr Glu Glu Val Met He Leu Arg Arg Pro Ser Leu 

1525 1530 1535 

Gin Arg Arg Ala Gly Ser Arg Ser Asp Val Thr His His Ala Val Thr 

1540 1545 1550 

Ser Gin Leu Pro Gin Val Pro Ala Gly Ala Gly Ser Arg Pro He Gly 

1555 1560 1565 

Glu Gin Glu Glu Glu Glu Tyr Glu Thr Lys Gly Gly Arg Arg Arg Thr 

1570 1575 1580 

Trp Asp Asp Asp Tyr Val Leu Lys Arg Gin Phe Ser Ala Leu Val Pro 
1585 1590 1595 1600 

Ala Phe Asp Pro Arg Pro Gly Arg Thr Asn Val Gin Gin Thr Thr Asp 
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1605 1610 1615 

Leu Glu lie Pro Pro Pro Gly Thr Pro His Ser Glu Leu Leu Glu Glu 

1620 . 1625 1630 

Val Glu Cys Thr Pro Ser Pro Arg Leu Ala Leu Thr Leu Lys Val Thr 

1635 1640 1645 

Gly Leu Gly Thr Thr Arg Glu Val Glu Leu Pro Leu Thr Asn Phe Arg 

1650 1655 1660 

Ser Thr lie Phe Tyr Tyr Val Gin Lys Leu Leu Gin Leu Ser Cys Asn 
1665 1670 1675 1680 

Gly Asn Val Lys Ser Asp Lys Leu Arg Arg lie Trp Glu Pro Thr Tyr 

1685 1690 1695 

Thr He Met Tyr Arg Glu Met Lys Asp Ser Asp Lys Glu Lys Glu Asn 

1700 1705 1710 

Gly Lys Met Gly Cys Trp Ser lie Glu His Val Glu Gin Tyr Leu Gly 

1715 1720 1725 

Thr Asp Glu Leu Pro Lys Asn Asp Leu He Thr Tyr Leu Gin Lys Asn 

1730 1735 1740 

Ala Asp Ala Ala Phe Leu Arg His Trp Lys Leu Thr Gly Thr Asn Lys 
1745 1750 1755 1760 

Ser He Arg Lys Asn Arg Asn Cys Ser Gin Leu He Ala Ala Tyr Lys 

1765 1770 1775 

Asp Phe Cys Glu His Gly Thr Lys Ser Gly Leu Asn Gin Gly Ala He 

1780 1785 1790 

Ser Thr Leu Gin Ser Ser Asp He Leu Asn Leu Thr Lys Glu Gin Pro 

1795 1800 1805 

Gin Ala Lys Ala Gly Asn Gly Gin Asn Ser Cys Gly Val Glu Asp Val 

1810 1815 1820 

Leu Gin Leu Leu Arg lie Leu Tyr He Val Ala Ser Asp Pro Tyr Ser 
1825 1830 1835 1840 

Arg He Ser Gin Glu Asp Gly Asp Glu Gin Pro Gin Phe Thr Phe Pro 

1845 1850 1855 

Pro Asp Glu Phe Thr Ser Lys Lys lie Thr Thr Lys He Leu Gin Gin 

1860 1865 1870 

He Glu Glu Pro Leu Ala Leu Ala Ser Gly Ala Leu Pro Asp Trp Cys 

1875 1880 1885 

Glu Gin Leu Thr Ser Lys Cys Pro Phe Leu He Pro Phe Glu Thr Arg 

1890 1895 1900 

Gin Leu Tyr Phe Thr Cys Thr Ser Phe Gly Ala Ser Arg Ala lie Val 
1905 1910 1915 1920 

Trp Leu Gin Asn Arg Arg Glu Ala Thr Val Glu Arg Thr Arg Thr Thr 

1925 1930 1935 

Ser Ser Val Arg Arg Asp Asp Pro Gly Glu Phe Arg Val Gly Arg Leu 

1940 1945 1950 

Lys His Glu Arg Val Lys Val Pro Arg Gly Glu Ser Leu Met Glu Trp 

1955 1960 1965 

Ala Glu Asn Val Met Gin lie His Ala Asp Arg Lys Ser Val Leu Glu 

1970 1975 1980 

Val Glu Phe Leu Gly Glu Glu Gly Thr Gly Leu Gly Pro Thr Leu Glu 
1985 1990 1995 2000 

Phe Tyr Ala Leu Val Ala Ala Glu Phe Gin Arg Thr Asp Leu Gly Ala 

2005 2010 2015 

Trp Leu Cys Asp Asp Asn Phe Pro Asp Asp Glu Ser Arg His Val Asp 

2020 2025 2030 

Leu Gly Gly Gly Leu Lys Pro Pro Gly Tyr Tyr Val Gin Arg Ser Cys 
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2035 2040 2045 

Gly Leu Phe Thr Ala Pro Phe Pro Gin Asp Ser Asp Glu Leu Glu Arg 

2050 2055 2060 

lie Thr Lys Leu Phe His Phe Leu Gly lie Phe Leu Ala Lys Cys lie 
2065 2070 2075 2080 

Gin Asp Asn Arg Leu Val Asp Leu Pro lie Ser Lys Pro Phe Phe Lys 

2085 2090 2095 

Leu Met Cys Met Gly Asp lie Lys Ser Asn Met Ser Lys Leu lie Tyr 

2100 2105 2110 

Glu Ser Arg Gly Asp Arg Asp Leu His Cys Thr Glu Ser Gin Ser Glu 

2115 2120 2125 

Ala Ser Thr Glu Glu Gly His Asp Ser Leu Ser Val Gly Ser Phe Glu 

2130 2135 2140 

Glu Asp Ser Lys Ser Glu Phe He Leu Asp Pro Pro Lys Pro Lys Pro 
2145 2150 2155 2160 

Pro Ala Trp Leu Asn Gly He Leu Thr Trp Glu Asp Phe Glu .Leu Val 

2165 2170 2175 

Asn Pro His Arg Ala Arg Phe Leu Lys Glu He Lys Asp Leu Ala lie 

2180 2185. 2190 

Lys Arg Arg Gin He Leu Ser Asn Lys Gly Leu Ser Glu Asp Glu Lys 

2195 1 2200 2205 

Asn Thr Lys Leu Gin Glu Leu Val Leu Lys Asn Pro Ser Gly Ser Gly 

2210 2215 2220 

Pro Pro Leu Ser He Glu Asp Leu Gly Leu Asn Phe Gin Phe Cys Pro 
2225 2230 2235 2240 

Ser Ser Arg lie Tyr Gly Phe Thr Ala Val Asp Leu Lys Pro Ser Gly 

2245 2250 2255 

Glu Asp Glu Met He Thr Met Asp Asn Ala Glu Glu Tyr Val Asp Leu 

2260 2265 2270 

Met Phe Asp Phe Cys Met His Thr Gly He Gin Lys Gin Met Glu Ala 

2275 2280 2285 

Phe Arg Asp Gly Phe Asn Lys Val Phe Pro Met Glu Lys Leu Ser Ser 

2290 2295 2300 

Phe Ser His Glu Glu Val Gin Met He Leu Cys Gly Asn Gin Ser Pro 
2305 2310 2315 2320 

Ser Trp Ala Ala Glu Asp He He Asn Tyr Thr Glu Pro Lys Leu Gly 

2325 2330 2335 

Tyr Thr Arg Asp Ser Pro Gly Phe Leu Arg Phe Val Arg Val Leu Cys 

2340 2345 2350 

Gly Met Ser Ser Asp Glu Arg Lys Ala Phe Leu Gin Phe Thr Thr Gly 

2355 2360 2365 

Cys Ser Thr Leu Pro Pro Gly Gly Leu Ala Asn Leu His Pro Arg Leu 

2370 2375 2380 

Thr Val Val Arg Lys Val Asp Ala Thr Asp Ala Ser Tyr Pro Ser Val 
2385 2390 2395 2400 

Asn Thr Cys Val His Tyr Leu Lys Leu Pro Glu Tyr Ser Ser Glu Glu 

2405 2410 2415 

lie Met Arg Glu Arg Leu Leu Ala Ala Thr Met Glu Lys Gly Phe His 
2420 2425 2430 

Leu Asn 



<210> 4057 
<211> 533 
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<212> DNA 

<213> Homo sapiens 
<400> 4057 

gcgcgcctcc acctgctaga ccaggtgttt ttccaggagc tgctgaagac agcccgcagc 
60 

agcaaggcct tcccagagga tgtggtcagg gtcatcttct ccaacatctc ctccatctat 
120 

cagttccatt ctcagttctt cctcccagag ctgcagcggc gcctggacga ctggacagct 
180 

aacccccgca tcggtgacgt gatccagaag ctggccccct tcctgaagat gtacagtgag 
240 

tatgtcaaga actttgagcg agcggctgag ctgctggcca cctggaccga caagtctcca 
300 

ctcttccagg aggttctcac tcgcatccag gtgaggctgg gggagggctg gagtcagcat 
360 

tgccactccc agcatgcagt ggctcaggtt gccttgagtg attccgggca tctcccaggc 
420 

tcagctgctt ccataggccc ctgcctactc gtccggccct caggagcagc ctgacccacc 
480 

tcccttctct caccctctcc gtgttgctcc cccatccctc cccaagagca gcg 
533 

<210> 4058 
<211> 157 
<212> PRT 

<213> Homo sapiens 
<400> 4058 

Ala Arg Leu His Leu Leu Asp Gin Val Phe Phe Gin Glu Leu Leu Lys 

1 5 10 15 

Thr Ala Arg Ser Ser Lys Ala Phe Pro Glu Asp Val Val Arg Val lie 

20 25 30 

Phe Ser Asn lie Ser Ser lie Tyr Gin Phe His Ser Gin Phe Phe Leu 

35 40 45 

Pro Glu Leu Gin Arg Arg Leu Asp Asp Trp Thr Ala Asn Pro Arg lie 

50 55 60 

Gly Asp Val lie Gin Lys Leu Ala Pro Phe Leu Lys Met Tyr Ser Glu 
65 70 75 80 

Tyr Val Lys Asn Phe Glu Arg Ala Ala Glu Leu Leu Ala Thr Trp Thr 

85 90 95 

Asp Lys Ser Pro Leu Phe Gin Glu Val Leu Thr Arg lie Gin Val Arg 

100 105 110 

Leu Gly Glu Gly Trp Ser Gin His Cys His Ser Gin His Ala Val Ala 

115 120 125 

Gin Val Ala Leu Ser Asp Ser Gly His Leu Pro Gly Ser Ala Ala Ser 

130 135 140 

lie Gly Pro Cys Leu Leu Val Arg Pro Ser Gly Ala Ala 
145 150 155 

<210> 4059 

<211> 3994 

<212> DNA 

<213> Homo sapiens 
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<400> 4059 

ngtccaggtc ctcgcatagt ttgggccttt aaagtcggcc atcccagatt gagggggcct 
60 

gacccctggg cgaggccgcc gcctctcagt tttggggcgg tggcgacccc agtccgggag 
.120 

tggccccggt aggtccccgc aggcgggcag gagctccgag gccattggct ggcgcgcggg 
180 

ctgccaaggg gcggggagcg ccgccgaagg ggactgtttg ctcctacggg ctgtagatgg 
240 

agctgtccgg ccccggagag ggggaaggcg cctggaaaac gttcttcttc tccctggccg 
300 

acccgagcgg ggaacagcac tcccaggatg cagtttgtgt caacacggcc gcagcctcag 
360 

cagctgggca tccagggcct ggggctggac agcgggagct ggagctgggc ccaggctctg 
420 

cccccggagg aggtctgcca ccaggagccg gcgctgcgcg gggaaatggc cgagggaatg 
480 ■ 

ccgcccatgc aggctcaaga atgggacatg gacgcccggc ggccaatgcc ttttcagttc 
540 

ccaccctttc cagatagggc acctgtcttc cccgaccgca tgatgcgaga gccccagttg 
600 

cccacagcag agatctcact ctggactgtg gtggctgcca ttcaggccat ggagaggaag 
660 

attgaatcgc aggctgctca cctgctttcc ctagaaggtc aaaccgggat ggccgagaag 
720 

aagctggctg attgcgagaa gacagctgtg gagttcggga accagctgga gggcaagtgg 
780 

gccgtgctgg ggaccctgct gcaggagtac gggctgctgc agaggcggct ggagaacgtg 
840 

gagaacttgc tgcgcaacag gaacttctgg gtcctgcggc tgcccccggg cagcaagggg 
900 

gaggccccca aggttccagt gacttttgtc gacattgctg tgtacttctc cgaagacgag 
960 

tggaagaact tggacgaatg gcagaaggag ctttataaca accttgttaa ggagaactac 
1020 

aaaaccctca tgtccctgga cgcggagggc tcagtcccca agccagatgc tccagtccag 
1080 

gctgagccca gggaagaacc ttgtgtgtgg gagcagcgcc accccgaaga gagagaaatc 
1140 

ccaatggatc ccgaagcagg agcagagccc ctggtgcctg cccaggatgc gtcctcccag 
1200 

gtgaagcgtg aggacaccct gtgtgtccgg ggtcagcggg gcctggagga aagagccatc 
1260 

cctacggaat ccattaccgt agactcccca atttctgccc aggacctctt gtcccggatt 
1320 

aaacaggagg agcatcagtg cgtgtgggat cagcaggatt tggcagacag agatattccc 
1380 

acggatccca attcagagtc tctcatctca gcacatgaca ttttgtcatg gatcaagcag 
1440 

gaggagcagc catacccatg gggaccacgc gactcaatgg acggagagct tggattagac 
1500 

tctggcccta gtgacagcct gctgatggtg aagaacccac ccccggcccc gccacagccc 
1560 
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cagccccagc cccagccacc 
1620 

ccccccatcg cggtggccga 
1680 

ggtttccagg tgctgcccgg 
1740 

agcaccgggg gcggcggggg 
1800 

ggggcaggcg gcggctgtgg 
1860 

cacggcgccc gcagcaagcc 
1920 

aagagcctca tcatccacca 
1980 

tgcgagaaga gcttcaactg 
2040 

gagcggccct acaagtgctc 
2100 

aaccaccagc ggctgcacac 
2160 

ttcatccgca agcagaacct 
2220 

acgtgcggcg agtgcggcaa 
2280 

gtgcacagcg gcgfgcccggg 
2340 

gactagggct gggctggggg 
2400 

accaaccacc ttgccgggtg 
2460 

tccggttggg ggtcccccag 
2520 

acgcccagct catctagggt 
2580 

gccgagcgtc ctcgggcacc 
2640 

cagatggtca tcaggggaag 
2700 

aggtcccaag gttaggagac 
2760 

aacaccttca tgatgacaac 
2820 

gttttctatc cgttatccat 
2880 

ttttcctggt gaccgagtaa 
2940 

aggggcgcgc gctgcccaac 
3000 

cctggccctc ctggtctctc 
3060 

cggataaaac cagaagcgac 
3120 

ttggctacgg aacgccccag 
3180 



gcagccgcag ctgcagtcgc 
gaacccgggc ggccccccga 
ggagcgtggc tccggcgagg 
cgatgggggc ggtgggggcg 
cagctgctgc cctggcgggc 
ctactcgtgc cccgagtgcg 
ccgcagccac accaaggagc 
ccactcgggc ctcatccgcc 
ggagtgcgag aagacctaca 
gggc9 a 9 c grcT cctttccaat 
gctcaagcac cagcgcatcc 
gagcttccgc tacaaggagt 
ccccggcgcc ccacggcagc 
agggcagggc cggacggagt 
tcctcagcca ccgtctggaa 
ggtggggcag ggatccccca 
ggacccagct gctggggaag 
gccctcacac ctcctcgagt 
ccaccaggga gtcccgaagc 
gccctgaaaa aaagcgaagg 
actgcctcgc gtttcaatag 
ttcacccttg gcctatccct 
agtgagaggc aggtgagacg 
cgcgctctcc gcctacctcc 
ttcctttcct ggtctctctt 
aggaggccag ctcctggggt 
gttgtacatt cagagggctc 



agccccagcc ccagagcctg 
gccgagggct gctggacgac 
cgccgccggg tggggaccgc 
gcggcgcgga ggcggggacg 
tgcggcggag cctcctcctg 
gcaagagctt cggcgtgcgc 
ggccctacga gtgcgctgag 
accagatgac gcaccgcggc 
gccgtaagga gcacctgcag 
gtgcactgtg cggcaagagc 
acacgggcga gcgcccctac 
cgctcaagga ccacctgcgc 
tcccgccgcc tcctgagcga 
ggatcggggg cggcctgagc 
atcggcaaca ggcattgcac 
gatctgtctg gtctgaatgg 
agccaggggg accgcgagga 
gccctgggac cactgggcca 
ccttctgaga tcaggaaatc 
ccgagggatg tgctaagggt 
cgctttatac ttttttaagt 
ctcagatagg tggggtagga 
gttcacccaa tcacacggga 
gctgctcggg aagctgctgg 
cctttccttg ctctcaccca 
tcctgggagc cgggaacaga 
tttctccatg ggagctcctg 
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gtgccgcctc ggccccagcc tgtccccagc ccctcaatct ggtgcagcag catcttgtca 
3240 

ctgcacaaca gtggcctggt cccccacagg cagttagggc cccaggtcag acctcaccat 
3300 

gatgatttgt tccagttctc ccagggcaga ggggcgaggg agaggctttt gctgtgagag 
3360 

tagccgtcac gtgtctcttc ccagcagcgc cgggcaagtg ggtgctagag tctgagcctc 
3420 

aggctctcct gccctgggcc tcccaattgg tgctatctgt tactgcccgt gctcacggac 
3480 

atggatacag accctgctgt gctccacacc ctgcaggcgc ctcgggaagc gcccaaagga 
3540 

ttccccttca cgttggtgca cctgctccat agctccgggc gctgcgtccc gaggggccac 
3600 

agtctccatt tcagcgtctt gcatggcctg gcaccgggtg gggtggtatg ccccaggacc 
3660 

cttgtttgtg tcaaaaatga ctttccctgc ccttgccgtg ggtccggcgt tcctcccagc 
3720 

cgggatcaca gtgggcagcc ggcacccggc accactttgg cgagcgtcct gcttccgccc 
3780 

tcgccctcat ctacgctgct ccgctttcct cagacccctt tttgccgtgc aaagggaatt 
3840 

cttgacatta aataaaaggt atccagattg cagactgcat gttcacagag ctgggggttc 
3900 

tccagcttgc ctacagtaaa gcctcaatga actggaaaaa aaaaaaaaaa aaaaaaaaaa 
3960 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaa 
3994 

<210> 4060 

<211> 714 

<212> PRT 

<213> Homo sapiens 

<400> 4060 

Arg Arg Arg Gly Leu Phe Ala Pro Thr Gly Cys Arg Trp Ser Cys Pro 

1 5 10 15 

Ala Pro Glu Arg Gly Lys Ala Pro Gly Lys Arg Ser Ser Ser Pro Trp 

20 25 30 

Pro Thr Arg Ala Gly Asn Ser Thr Pro Arg Met Gin Phe Val Ser Thr 

35 40 45 

Arg Pro Gin Pro Gin Gin Leu Gly lie Gin Gly Leu Gly Leu Asp Ser 

50 55 60 

Gly Ser Trp Ser Trp Ala Gin Ala Leu Pro Pro Glu Glu Val Cys His 
65 70 75 80 

Gin Glu Pro Ala Leu Arg Giy Glu Met Ala Glu Gly Met Pro Pro Met 

85 90 95 

Gin Ala Gin Glu Trp Asp Met Asp Ala Arg Arg Pro Met Pro Phe Gin 

100 f 105 HO 

Phe Pro Pro Phe Pro Asp Arg Ala Pro Val Phe Pro Asp Arg Met Met 

115 120 125 

Arg Glu Pro Gin Leu Pro Thr Ala Glu lie Ser Leu Trp Thr Val Val 

130 135 140 

Ala Ala He Gin Ala Met Glu Arg Lys lie Glu Ser Gin Ala Ala His 
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145 

Leu Leu Ser Leu 

Asp Cys Glu Lys 
180 

Trp Ala Val Leu 
195 

Arg Leu Glu Asn 
210 

Leu Arg Leu Pro 
225 

Thr Phe Val Asp 

Leu Asp Glu Trp 
260 

Tyr Lys Thr Leu 
275 

Asp Ala Pro Val 
290 

Gin Arg His Pro 
305 

Ala Glu Pro Leu 

Glu Asp Thr Leu 
340 

lie Pro Thr Glu 
355 

Leu Leu Ser Arg 
370 

Gin Asp Leu Ala 
385 

Leu lie Ser Ala 

Pro Tyr Pro Trp 
420 

Asp Ser Gly Pro 
435 

Ala Pro Pro Gin 
450 

Gin Ser Gin Pro 
465 

Asn Pro Gly Gly 

Val Leu Pro Gly 
500 

Arg Ser Thr Gly 
515 

Ala Glu Ala Gly 
530 

Gly Gly Leu Arg 
545 

Tyr Ser Cys Pro 
lie lie His His 



150 
Glu Gly Gin 
165 

Thr Ala Val 

Gly Thr Leu 

Val Glu Asn 
215 

Pro Gly Ser 

230 
He Ala Val 
245 

Gin Lys Glu 

Met Ser Leu 

Gin Ala Glu 
295 

Glu Glu Arg 

310 
Val Pro Ala 
325 

Cys Val Arg 

Ser He Thr 

He Lys Gin 
375 

Asp Arg Asp 

390 
His Asp He 
405 

Gly Pro Arg 

Ser Asp Ser 

Pro Gin Pro 
455 

Gin Pro Gin 

470 
Pro Pro Ser 
485 

Glu Arg Gly 

Gly Gly Gly 

Thr Gly Ala 
535 

Arg Ser Leu 
550 

Glu Cys Gly 
565 

Arg Ser His 



Thr Gly Met 
170 

Glu Phe Gly 
185 

Leu Gin Glu 
200 

Leu Leu Arg 

Lys Gly Glu 

Tyr Phe Ser 
250 

Leu Tyr Asn 
265 

Asp Ala Glu 
280 

Pro Arg Glu 

Glu He Pro 

Gin Asp Ala 
330 

Gly Gin Arg 
345 

Val Asp Ser 
360 

Glu Glu His 

He Pro Thr 

Leu Ser Trp 
410 

Asp Ser Met 

425 
Leu Leu Met 
440 

Gin Pro Gin 

Ser Leu Pro 

Arg Gly Leu 
490 

Ser Gly Glu 
505 

Gly Asp Gly 
520 

Gly Gly Gly 

Leu Leu His 

Lys Ser Phe 
570 

Thr Lys Glu 



155 

Ala Glu Lys 

Asn Gin Leu 

Tyr Gly Leu 
205 

Asn Arg Asn 

220 
Ala Pro Lys 
235 

Glu Asp Glu 

Asn Leu Val 

Gly Ser Val 
285 

Glu Pro Cys 

300 
Met Asp Pro 
315 

Ser Ser Gin 

Gly Leu Glu 

Pro He Ser 
365 

Gin Cys Val 

380 
Asp Pro Asn 
395 

He Lys Gin 

Asp Gly Glu 

Val Lys Asn 
445 

Pro Pro Gin 

460 
Pro He Ala 
475 

Leu Asp Asp 

Ala Pro Pro 

Gly Gly Gly 
525 

Cys Gly Ser 

540 
Gly Ala Arg 
555 

Gly Val Arg 
Arg Pro Tyr 



160 

Lys Leu Ala 
175 

Glu Gly Lys 
190 

Leu Gin Arg 

Phe Trp Val 

Val Pro Val 
240 

Trp Lys Asn 
255 

Lys Glu Asn 
270 

Pro Lys Pro 

Val Trp Glu 

Glu Ala Gly 
320 

Val Lys Arg 
335 

Glu Arg Ala 
350 

Ala Gin Asp 

Trp Asp Gin 

Ser Glu Ser 
400 

Glu Glu Gin 

415 
Leu Gly Leu 
430 

Pro Pro Pro 

Pro Gin Leu 

Val Ala Glu 
480 

Gly Phe Gin 
495 

Gly Gly Asp 
510 

Gly Gly Gly 

Cys Cys Pro 

Ser Lys Pro 
560 

Lys Ser Leu 
575 

Glu Cys Ala 
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580 585 590 

Lys Ser Phe Asn Cys His Ser Gly Leu lie Arg His Gin 

600 605 
Arg Gly Glu Arg Pro Tyr Lys Cys Ser Glu Cys Glu Lys 

615 620 
Arg Lys Glu His Leu Gin Asn His Gin Arg Leu His Thr 
630 635 640 

Pro Phe Gin Cys Ala Leu Cys Gly Lys Ser Phe lie Arg 

645 650 " 655 

Leu Leu Lys His Gin Arg lie His Thr Gly Glu Arg Pro 
660 665 670 

Gly Glu Cys Gly Lys Ser Phe Arg Tyr Lys Glu Ser Leu 

680 685 
Leu Arg Val His Ser Gly Gly Pro Gly Pro Gly Ala Pro 

695 700' 
Pro Pro Pro Pro Glu Arg Asp 
710 

<210> 4061 
<211> 519 
<212> DNA 

<213> Homo sapiens 

<400> 4061 ( 

ctacaagccg gccaccctgg ccatgaccca tctcaacctg agctacaatc aggacacaca 
60 

ccctgccatt aatgatgttt tgtgggcctg tgcgcttagc cactcccttg gtaaaaatga 
120 

gcttgcagct ataatacctc tggtggtcaa gagtgtcaag tgtgcaacgg tactgtcaga 
180 

cattttgcgc agatgcactc tgaccactcc tggcatggtg ggacttcatg ggaggaggaa 
240 

ctctggtaag ctcatgtcac tggacaaagc ccccttgagg caactcttgg atgccacgat 
300 

cggggcctac atcaacacaa cgcactcacg gctcacacac atcagtcctc ggcactatag 
360 

tgagtttata gagttcctca gcaaagcccg agagaccttc ttaatggcgc atgatggaca 
420 

cattcagttt acacagttta ttgacaacct gaaacaaatc tacaaaggca aaaagaaact 
480 

gatgatgttg gttcggagag aggtttggtt gatagatct 
519 

<210> 4062 
<211> 165 
<212> PRT 

<213> Homo sapiens 
<400> 4062 

Met Thr His Leu Asn Leu Ser Tyr Asn Gin Asp Thr His Pro Ala lie 

1 5 10 15 

Asn Asp Val Leu Trp Ala Cys Ala Leu Ser His Ser Leu Gly Lys Asn 

20 25 30 

Glu Leu Ala Ala lie lie Pro Leu Val Val Lys Ser Val Lys Cys Ala 



Glu Cys Glu 
595 

Met Thr His 

610 
Thr Tyr Ser 
625 

Gly Glu Arg 

Lys Gin Asn 

Tyr Thr Cys 
675 

Lys Asp His 
690 

Arg Gin Leu 
705 
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35 40 45 

Thr Val Leu Ser Asp lie Leu Arg Arg Cys Thr Leu Thr Thr Pro Gly 

50 55 60 

Met Val Gly Leu His Gly Arg Arg Asn Ser Gly Lys Leu Met Ser Leu 
65 70 75 80 

Asp Lys Ala Pro Leu Arg Gin Leu Leu Asp Ala Thr lie Gly Ala Tyr 

85 90 95 

He . Asn Thr Thr His Ser Arg Leu Thr His He Ser Pro Arg His Tyr 

100 105 HO 

Ser Glu Phe lie Glu Phe Leu Ser Lys Ala Arg Glu Thr Phe Leu Met 

115 120 125 

Ala His Asp Gly His He Gin Phe Thr Gin Phe He Asp Asn Leu Lys 

130 135 140 

Gin He Tyr Lys Gly Lys Lys Lys Leu Met Met Leu Val Arg Arg Glu 
145 150 155 160 

Val Trp . Leu He Asp 
165 

<210> 4063 
<211> 4137 
<212> DNA 

<213> Homo sapiens 
<400> 4063 

tcctcacgac accacctcgg cctctgcatc caggaagaag caaaggacca gcaagccacg 
60 

ccaatggcac cccctggcct gccactatgg ctgctgtcca ccgctctcct ctccctgctg 
120 

gctggcagct cggccttcct ctcccatccc cgcctgaagg gacgcttcca gagggaccgc 
180 

aggaacatcc gccccaacat catcttggtg cttacggatg accaggatgt ggagctgggt 
240 

tccatgcaag tgatgaacaa gacaaggcgt atcatggagc agggcgggac gcacttcatc 
300 

aacgccttcg tgaccacacc catgtgctgc ccctcacgct cctccatcct caccggcaag 
360 

tacgtccaca accacaacac ctacaccaac aatgagaact gctcctcgcc ctcctggcag 
420 

gcccagcacg agagccgcac cttcgccgtg tacctcaata gcactggcta ccggacagct 
480 

ttcttcggga agtatcttaa tgaatacaac ggctcctacg tgccacccgg ctggaaggag 
540 

tgggtcggac tccttaaaaa ctcccgcttt tataactaca cgctgtgtcg gaacggggtg 
600 

aaagagaagc acggctccga ctactccaag gattacctca cagacctcat caccaatgac 
660 

agcgtgagct tcttccgcac gtccaagaag atgtacccgc acaggccagt cctcatggtc 
720 

atcagccatg cagcccccca cggccctgag gattcagccc cacaatattc acgcctcttc 
780 

ccaaacgcat ctcagcacat cacgccgagc tacaactacg cgcccgaccc ggacaaacac 
840 

tggatcatgc gctacacggg gcccatgaag cccatccaca tggaattcac caacatgctc 
900 
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cagcggaagc gcttgcagac 
960 

atgctggttg agacgggcga 
1020 

taccacatcg gccagtttgg 
1080 

agggtcccgt tctacgtgag 
1140 

gtcctcaaca ttgacctggc 
1200 

gatatggacg ggaaatccat 
1260 

cacttgaaaa agaagatgag 
1320 

ctacacaaga gagacaatga 
1380 

cagcgtgtga aggacctgtg 
1440 

cagaagtggc agtgtgtgga 
1500 

cccatgcggc tgggcggcag 
1560 

ggcagcgagg cctgcacctg 
1620 

aaaaaanctc ttcaagaaga 
1680 

tcagtggcca tcgaggtgga 
1740 

ccccgaaacc tcaccaagcg 
1800 

ggtggggacn nttcagtggc 
1860 

aaagtgacac atcggtgcta 
1920 

tacaagtccc tgcaggcctg 
1980 

- ctgcagaaca aaattaagaa 
2040 

gaagaatgtg actgtcacaa 
2100 

agaggctcca gtctgcatcc 
2160 

ttgcgggagc agaagcgcaa 
2220 

gacacgtgca gcatgccagg 
2280 

gcgcctttct ggacactggg 
2340 

tggtgcatga ggaccatcaa 
2400 

ttcctagagt actttgatct 
2460 

ctggacaggg atgtcctcaa 
2520 



cctcatgtcg gtggacgact 
gctggacaac acgtacatcg 
cctggtgaaa gggaaatcca 
gggccccaac gtggaagccg 
ccccaccatc ctggacattg 
cctcaagctg ctggacacgg 
ggtctggcgg gactccttct 
caaggtggac gcccaggagg 
tcagcgtgct gagtaccaga 
ggacgccacg gggaagctga 
cagagccctc tccaacctcg 
tgacagcggg gactacaagc 
anngtacaag gccagctatg 
cggcagggtg taccacgtag 
gcactggcca ggggcccctg 
actggaggcc ttcccgacta 
catcctagag aacgacacag 
gaaagaccac aagctgcaca 
cctgagggaa gtccgaggtc 
aatcagctac cacacccagc 
tttcaggaag ggcctgcaag 
gaagaaactc cgcaagctgc 
cctcacgtgc ttcacccacg 
gcctttctgt gcctgcacca 
tgagactcac aatttcctct 
caacacagac ccctaccagc 
ccagctacac gtgcagctca 



ccatggagac gatttacaac 
tatacaccgc cgaccacggt 
tgccatatga gtttgacatc 
gctgtctgaa tccccacatc 
caggcctgga catacctgcg 
agcggccggt gaatcggttt 
tggtggagag aggcaagctg 
agaactttct gcccaagtac 
cggcgtgtga gcagctggga 
agctgcataa gtgcaagggc 
tgcccaagta ctacgggcag 
tcagcctggc cggacgccgg 
tccgcaatcg ctccatccgc 
gcctgggtga tgccgcccag 
aggaccaaga tgacaaggat 
ctcagccgcc aaccnccatt 
tccagtgtga cctggacctg 
tcgaccacga gattgaaacc 
acctgaagaa aaagcggcca 
acaaaggccg cctcaagcac 
agaaggacaa ggtgtggctg 
tcaagcgcct gcagaacaac 
acaaccagca ctggcagacg 
gcgccaacaa taacacgtac 
tctgtgaatt tgcaactggc 
tgatgaatgc agtgaacaca 
tggagctgag gagctgcaag 
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ggttacaagc agtgtaaccc ccggactcga aacatggacc tgggacttaa agatggagga 
2580 

agctatgagc aatacaggca gtttcagcgt cgaaagtggc cagaaatgaa gagaccttct 
2640 

tccaaatcac tgggacaact gtgggaaggc tgggaaggtt aagaaacaac agaggtggac 
2700 

ctccaaaaac atagaggcat cacctgactg cacaggcaat gaaaaaccat gtgggtgatt 
2760 

tccagcagac ctgtgctatt ggccaggagg cctgagaaag caagcacgca ctctcagtca 
2820 

acatgacaga ttctggagga taaccagcag gagcagagat aacttcagga agtccatttt 
2880 

tgcccctgct tttgctttgg attatacctc accagctgca caaaatgcat tttttcgtat 
2940 

caaaaagtca ccactaaccc tcccccagaa gctcacaaag gaaaacggag agagcgagcg 
3000 

agagagattt ccttggaaat ttctcccaag ggcgaaagtc attggaattt ttaaatcata 
3060 

ggggaaaagc agtcctgttc taaatcctct tattcttttg gtttgtcaca aagaaggaac 
3120 

taagaagcag gacagaggca acgtggagag gctgaaaaca gtgcagagac gtttgacaat 
3180 

gagtcagtag cacaaaagag atgacattta cctagcacta taaaccctgg ttgcctctga 
3240 

agaaactgcc ttcattgtat atatgtgact atttacatgt aatcaacatg ggaactttta 
3300 

ggggaaccta ataagaaatc ccaattttca ggagtggtgg tgtcaataaa cgctctgtgg 
3360 

ccagtgtaaa agaaaatccc tcgcagttgt ggacatttct gttcctgtcc agataccatt 
3420 

tctcctagta tttctttgtt atgtcccaga actgatgttt tttttttaag gtactgaaaa 
3480 

gaaatgaagt tgatgtatgt cccaagtttt gatgaaactg tatttgtaaa aaaaattttg 
3540 

tagtttaagt attgtcatac agtgttcaaa accccagcca atgaccagca gttggtatga 
3600 

agaacctttg acattttgta aaaggccatt tctttcttgg gagttttttg gtgtgtctgt 
3660 

ttttttaaag tattcaagat actaccagtc aacatctttt tggaagaaaa tgccttgggt 
3720 

ttagaagatt ttcttaaaag gggagtagat ggttgtagat tgactaaaaa gtctaccata 
3780 

cttcaaggga ctacaggtaa gtctcatagt ataccagctt tggtacttca ttttttaaaa 
3840 

aagtattaat caattgcaaa gaaattcgcc ttggccaacc cttctttgtg tatcaggtag 
3900 

tctaacctga tacaagtagt tgacagattt caactatcaa tcaccagtcc aacccatttc 
3960 

tcatttaaca gatgacggag ataatcccta aaagcaccca catttgtttc aatgccccaa 
4020 ~ 

acaggccaag gctccctagc aactccctag tggcgttttt taacttctca gaaactgtta 
4080 

ccattatttg aaataggctt ccttaacctc ctttaccctt aacccaacag ggattta 
4137 
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<210> 4064 
<211> 818 
<212> PRT 

<213> Homo sapiens 



<400> 4064 



Asp 


Val 


Glu 


Leu 


Gly 


Ser 


Met 


Gin 


Val 


Met 


Asn 


Lys 


Thr 


Arg 


Arg 


He 


1 








5 










10 










15 




Met 


Glu 


Gin 


Gly 
20 


Gly 


Thr 


His 


Phe 


He 
25 


Asn 


Ala 


Phe 


Val 


Thr 
30 


Thr 


Pro 


Met 


Cys 


Cys 


Pro 


Ser 


Arg 


Ser 


Ser 


lie 


Leu Thr Gly Lys 


Tyr 


Val 


His 






35 










40 










45 








Asn 


His 
50 


Asn 


Thr 


Tyr 


Thr 


Asn 
55 


Asn 


Glu 


Asn 


Cys 


Ser 
60 


Ser 


Pro 


Ser 


Trp 


Gin 


Ala 


Gin 


His 


Glu 


Ser 


Arg 


Thr 


Phe 


Ala 


Val 


Tyr 


Leu 


Asn 


Ser 


Thr 












70 










75 










80 


Gly Tyr 


Arg 


Thr 


Ala 


Phe 


Phe 


Gly Lys 


Tyr 


Leu 


Asn 


Glu 


Tyr 


Asn 


Gly 










85 










90 














Ser 


Tyr 


Val 


Pro 


Pro 


Gly Trp 


Lys 


Glu 


Trp 


val 


Gly 


Leu 


Leu 


Lys 


Asn 








100 










105 










110 






Ser 


Arg 


Phe 
115 


Tyr 


Asn 


Tyr 


Thr 


Leu 
120 


Cys 


Arg 


Asn 


Gly 


Val 
125 


Lys 


Glu 


Lys 


His 


Gly 
130 


Ser 


Asp 


Tyr 


Ser 


Lys 
135 


Asp 


Tyr 


Leu 


Thr 


Asp 
140 


Leu 


lie 


Thr 


Asn 


Asp 


Ser 


Val 


Ser 


Phe 


Phe' 


Arg 


Thr 


Ser 


Lys 


Lys 


Met 


Tyr 


Pro 


His 


Arg 


145 










150 










155 










160 


Pro 


Val 


Leu 


Met 


Val 


He 


Ser 


His 


Ala 


Ala 


Pro 


His 


Gly Pro 


Glu 


Asp 










165 










170 










175 




Ser 


Ala 


Pro 


Gin 
180 


Tyr 


Ser 


Arg 


Leu 


Phe 
IBS 


Pro 


Asn 


Ala 


Ser 


Gin 
190 


His 


lie 


Thr 


Pro 


Ser 
195 


Tyr 


Asn 


Tyr 


Ala 


Pro 
200 


Asp 


Pro 


Asp 


Lys 


His 
205 


Trp 


He 


Met 


Arg 


Tyr 
210 


Thr 


Gly 


Pro 


Met 


Lys 
215 


Pro 


He 


His 


Met 


Glu 
220 


Phe 


Thr 


Asn 


Met 


Leu 


Gin 


Arg 


Lys 


Arg 


Leu 


Gin 


Thr 


Leu 


Met 


Ser 


Val 


Asp Asp 


Ser 


Met 


225 










230 










235 










240 


Glu 


Thr 


He 


Tyr 


Asn 


Met 


Leu 


Val 


Glu Thr Gly Glu Leu Asp 


Asn 


Thr 










245 










250 










255 




Tyr 


lie 


Val 


Tyr 


Thr 


Ala 


Asp 


His 


Gly Tyr 


His 


He 


Gly Gin 


Phe 


Gly 








260 










265 










270 






Leu 


Val 


Lys 
275 


Gly 


Lys 


Ser 


Met 


Pro 
280 


Tyr 


Glu 


Phe 


Asp 


lie 
285 


Arg 


Val 


Pro 


Phe 


Tyr 


Val 


Arg 


Gly 


Pro 


Asn 


Val 


Glu 


Ala 


Gly Cys 


Leu 


Asn 


Pro 


His 




290 










295 










300 










lie 


Val 


Leu 


Asn 


He 


Asp 


Leu 


Ala 


Pro 


Thr 


He 


Leu 


Asp 


lie 


Ala 


Gly 


305 










310 










315 










320 


Leu 


Asp 


He 


Pro 


Ala 


Asp 


Met 


Asp 


Gly Lys 


Ser 


lie 


Leu 


Lys 


Leu 


Leu 










325 










330 










335 




Asp 


Thr 


Glu 


Arg 
340 


Pro 


Val 


Asn 


Arg 


Phe 
345 


His 


Leu 


Lys 


Lys 


Lys 
350 


Met 


Arg 


Val 


Trp 


Arg 


Asp 


Ser 


Phe 


Leu 


Val 


Glu 


Arg 


Gly Lys 


Leu 


Leu 


His 


Lys 






355 










360 










365 








Arg 


Asp 


Asn 


Asp 


Lys 


Val 


Asp Ala Gin Glu 


Glu 


Asn 


Phe 


Leu 


Pro 


Lys 
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370 

Tyr Gin Arg Val 
385 

Cys Glu Gin Leu 

Lys Leu Lys Leu 
420 

Arg Ala Leu Ser 
435 

Ala Cys Thr Cys 
450 

Arg Lys Lys Xaa 
465 

Asn Arg Ser lie 

His Val Gly Leu 
500 

His Trp Pro Gly 
515 

Xaa Ser Val Ala 
530 

He Lys Val Thr 
545 

Cys Asp Leu Asp 

Leu His He Asp 
580 

Leu Arg Glu Val 
595 

Asp Cys His Lys 
610 

His Arg Gly Ser 
625 

Asp Lys Val Trp 

Lys Leu Leu Lys 
660 

Leu Thr Cys Phe 
675 

Trp Thr Leu Gly 
690 

Tyr Trp Cys Met 
705 

Glu Phe Ala Thr 

Tyr Gin Leu Met 
74 0 

Gin Leu His Val 
755 

Gin Cys Asn Pro 
770 

Gly Ser Tyr Glu 
785 

Met Lys Arg Pro 



375 

Lys Asp Leu Cys 
390 

Gly Gin Lys Trp 
405 

His Lys Cys Lys 

Asn Leu Val Pro 
440 

Asp Ser Gly Asp 
455 

Leu Gin Glu Glu 
470 

Arg Ser Val Ala 
485 

Gly Asp Ala Ala 

Ala Pro Glu Asp 
520 

Leu Glu Ala Phe 
535 

His Arg Cys Tyr 
550 

Leu Tyr Lys Ser 
565 

His Glu lie Glu 

Arg Gly His Leu 
600 

lie Ser Tyr His 
615 

Ser Leu His Pro 
630 

Leu Leu Arg Glu 
645 

Arg Leu Gin Asn 

Thr His Asp Asn 
680 

Pro Phe Cys Ala 
695 

Arg Thr He Asn 
710 

Gly Phe Leu Glu 
725 

Asn Ala Val Asn 

Gin Leu Met Glu 
760 

Arg Thr Arg Asn 
775 

Gin Tyr Arg Gin 
790 

Ser Ser Lys Ser 



380 

Gin Arg Ala Glu 
395 

Gin Cys Val Glu 
410 

Gly Pro Met Arg 
425 

Lys Tyr Tyr Gly 

Tyr Lys Leu Ser 
460 

Xaa Tyr Lys Ala 
475 

He Glu Val Asp 
490 

Gin Pro Arg Asn 
505 

Gin Asp Asp Lys 

Pro Thr Thr Gin 
540 

He Leu Glu Asn 
555 

Leu Gin Ala Trp 
570 

Thr Leu Gin Asn 
585 

Lys Lys Lys Arg 

Thr Gin His Lys 
620 

Phe Arg Lys Gly 
635 

Gin Lys Arg Lys 
650 

Asn Asp Thr Cys 
665 

Gin His Trp Gin 

Cys Thr Ser Ala 
700 

Glu Thr His Asn 
715 

Tyr Phe Asp Leu 
730 

Thr Leu Asp Arg 
745 

Leu Arg Ser Cys 

Met Asp Leu Gly 
780 

Phe Gin Arg Arg 
795 

Leu Gly Gin Leu 



Tyr Gin Thr Ala 
400 

Asp Ala Thr Gly 
415 

Leu Gly Gly Ser 
430 

Gin Gly Ser Glu 
445 

Leu Ala Gly Arg 

Ser Tyr Val Arg 
480 

Gly Arg Val Tyr 
495 

Leu Thr Lys Arg 
510 

Asp Gly Gly Asp 
525 

Pro Pro Thr Xaa 

Asp Thr Val Gin 
560 

Lys Asp His Lys 
575 

Lys He Lys Asn 
590 

Pro Glu Glu Cys 
605 

Gly Arg Leu Lys 

Leu Gin Glu Lys 
640 

Lys Lys Leu Arg 
655 

Ser Met Pro Gly 
670 

Thr Ala Pro Phe 
685 

Asn Asn Asn Thr 

Phe Leu Phe Cys 
720 

Asn Thr Asp Pro 
735 

Asp Val Leu Asn 
750 

Lys Gly Tyr Lys 
765 

Leu Lys Asp Gly 

Lys Trp Pro Glu 
800 

Trp Glu Gly Trp 
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805 

Glu Gly 



<210> 4065 
<211> 696 

<212> DNA / 
<213> Homo sapiens 

<400> 4065 

ngcgcgcccg ctgctcggtg gcaggagggc 
60 

agaaagtctg tgattgctgt gagcttcata 
120 

cttgtaaatg aagtgaattt cccattgcta 
180 

tggataccat tctcctacac atacaggcgg 
240 

gtgaagacac aagagccttt gcaactggac 
300 

ggtcagatgg ttggccagaa ggtgggaaat 
360 

atgaacaatg cccccaccaa aggttatgaa 
420 

gttgtgtccc ataccagcgt tcctcttttg 
480 

gcgaatacta ctatttatgt tatttgggga 
540 

ggcatcgtnt acaacatgtt gaaaaagaca 
600 

gtgaccacag agaagcgcat gagttactgt 
660 

gacagtacag agtgaccatg cagtgttgat 
696 

<210> 4066 

<211> 210 

<212> PRT 

<213> Homo sapiens 

<400> 4066 

Met Ala Cys lie Leu Lys Arg Lys 

1 5 
Ala Ala Phe Leu Phe Leu Leu Val 
20 

Phe Pro Leu Leu Leu Asn Cys Phe 

35 40 
Pro Phe Ser Tyr Thr Tyr Arg Arg 

50 55 
lie Asn Val Lys Thr Gin Glu Pro 
65 70 
Ala lie Val Ser Asn Ser Gly Gin 
85 

Glu lie Asp Arg Ser Ser Cys lie 



810 815 



cggcggagcg ccatggcctg catcctgaag 
gcagcgttcc ttttcctgct ggttgtgcgt 
ctaaactgct ttggacaacc tggtacaaag 
ccccttcgaa ctcactatgg atacataaat 
tgtgaccttt gtgccatagt gtcaaactca 
gagatagatc gatcctcctg catttggaga 
gaagatgtcg gccgcatgac catgattcga 
ctaaaaaacc ctgattattt tttcaaggaa 
cctttccgca atatgaggaa agatggcaat 
gttggtatct atccgaatgc ccaaatatac 
gatggagttt taagaaggaa anctgggaag 
tgatca 



Ser 


Val 


lie 


Ala 


Val 


Ser 


Phe 


He 




10 










15 




Val 


Arg 


Leu 


Val 


Asn 


Glu 


Val 


Asn 


25 










30 






Gly 


Gin 


Pro 


Gly 


Thr 


Lys 


Trp 


He 










45 








Pro 


Leu 


Arg 


Thr 


His 


Tyr 


Gly 


Tyr 








60 










Leu 


Gin 


Leu 


Asp 


Cys. Asp 


Leu 


Cys 






75 










80 


Met 


Val 


Gly Gin 


Lys 


Val 


Gly 


Asn 




90 










95 




Trp 


Arg 


Met 


Asn 


Asn 


Ala 


Pro 


Thr 
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100 105 ■ 110 

Lys Gly Tyr Glu Glu Asp Val Gly Arg Met Thr Met lie Arg Val Val 

115 120 125 

Ser His Thr Ser Val Pro Leu Leu Leu Lys Asn Pro Asp Tyr Phe Phe 

130 135 140 

Lys Glu Ala Asn Thr Thr He Tyr Val lie Trp Gly Pro Phe Arg Asn 
145 150 155 160 

Met Arg Lys Asp Gly Asn Gly He Val Tyr Asn Met Leu Lys Lys Thr 

165 170 175 

Val Gly lie Tyr Pro Asn Ala Gin He Tyr Val Thr Thr Glu Lys Arg 

180 185 190 

Met Ser Tyr Cys Asp Gly Val Leu Arg Arg Lys Xaa Gly Lys Asp Ser 
195 200 205 

Thr Glu • 
210 

<210> 4067 

<211> 1800 

<212> DNA 

<213> Homo sapiens 

<400> 4067 

nnatctgatg agcttctttc ttctggcatc attaacggac cttttaccat gaatagttct 
60 

actccttcta cagctaatgg gaatgacagc aagaaattta aacgagatag acctccctgt 
120 

tcgccttccc gtgttctcca tcttcgaaaa attccatgtg atgtcaccga agcagagatc 
180 

atatcattag gtctaccatt tggcaaagta actaatcttt tgatgttgaa aggaaaaagc 
240 

caggctttct tagaaatggc ttctgaggaa gctgccgtta ctatggtgaa ttattacact 
300 

cctattactc ctcaccttcg aagccagcct gtttatattc agtattccaa tcacagagaa 
360 

cttaagactg acaatctacc taatcaagct cgagcccaag ctgcactgca ggctgtcagt 
420 

gccgtccaat caggaagcct ggccctttct ggaggtcctt ccaatgaagg cacagtccta 
480 

cctgggcaga gccctgtgct tcgaataatt attgaaaacc tcttttaccc tgttaccctg 
540 

gaagttcttc atcagatatt ttctaaattt ggcacagtct tgaagattat cacctttaca 
600 

aagaataatc agtttcaagc cttgcttcag tatgctgacc cagtaaatgc acattatgcc 
660 ' 

aaaatggctc tggatggcca gaatatctat aatgcatgct gcactctgcg cattgacttc 
720 

tccaagctca ccagccttaa tgtgaaatat aataatgaca aaagcagaga cttcactcgc 
780 

ttagaccttc ctactggtga tggccagcca tcccttgaac cccctatggc tgctgctttt 
840 

ggtgcaccgg gtataatttc ttcaccatat gcaggggctg ctggatttgc cccagccatt 
900 

ggatttcctc aagctacagg tctatcagtt ccagctgttc ctggagctct tggtcctctc 
960 
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acaatcacct cttctgctgt cactggaagg atggccattc ctggggctag tggtatacca 
1020 

ggaaattctg ttctactcgt cacaaatctc aatcctgatc ttatcacacc acatgggctt 
1080 

tttatcctat ttggagtcta tggtgatgta catcgagtga agattatgtt taataagaaa 
1140 

gaaaatgccfc tggttcagat ggcggatgca aatcaagctc agctagcaat gaaccatcta 
1200 

agtggtcaga gactttatgg gaaagtgctt cgtgctacac tgtccaaaca tcaagcagta 
1260 

. cagcttcctc gagagggaca agaagaccaa ggtctgacta aggatttcag caatagtcct 
1320 

ttgcatcgct ttaaaaagcc gggctctaaa aacttccaga atatctttcc accatcagcc 
1380 

actctgcatc tttccaacat tcccccttct gttacagtgg atgatctgaa gaaccttttc 
1440 

atagaagctg gatgttcagt gaaggctttt aaattctttc agaaagatcg caaaatggcg 
1500 

ctcattcaat tgggatctgt ggaagaagca attcaggccc tcattgagct tcataaccat 
1560 

gaccttggag aaaatcacca cctcagagtt tccttctcaa aatctacaat ctgacttttc 
1620 

tgtgaatttt tctcctaaaa ctggaccata atttcagtaa aaccttcaga catagactga 
1680 

agcagctcaa gaccaatttt gcctctttca caaaaataac tctttctgag tttgatattc 
1740 

aagtatattt taaaaatcaa gggatttttt ttttttgtat tccccctgca aaaaaaaaaa 
1800 

<210> 4068 
<211> 521 
<212> PRT 

<213> Homo sapiens 
<400> 4068 

Met AsnSer Ser Thr Pro Ser Thr Ala Asn Gly Asn Asp Ser Lys Lys 

1 • 5 — * ^ 10 15 

Phe Lys Arg Asp Arg Pro Pro Cys Ser Pro Ser Arg Val Leu His. Leu 

20 2S 30 

Arg Lys lie Pro Cys Asp Val Thr Glu Ala Glu lie lie Ser Leu Gly 

35 40 45 

Leu Pro Phe Gly Lys Val Thr Asn Leu Leu Met Leu Lys Gly Lys Ser 

50 55 60 

Gin Ala Phe Leu Glu Met Ala Ser Glu Glu Ala Ala Val Thr Met Val 
65 70 75 80 

Asn Tyr Tyr Thr Pro lie Thr Pro His Leu Arg Ser Gin Pro Val Tyr 

85 90 95 

He Gin Tyr Ser Asn His Arg Glu Leu Lys Thr Asp Asn Leu Pro Asn 

100 - 105 110 

Gin Ala Arg Ala Gin Ala Ala Leu Gin Ala Val Ser Ala Val Gin Ser 

115 ^ 120 125 

Gly Ser Leu Aia Leu Ser Gly Gly Pro Ser Ash Glu Gly Thr Val Leu 

130 135 140 

Pro Gly Gin Ser Pro Val Leu Arg lie He He Glu Asn Leu Phe Tyr 
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145 150 155 160 

Pro Val Thr Leu Glu Val Leu His Gin lie Phe Ser Lys Phe Gly Thr 

165 170 175 

Val Leu Lys. lie lie Thr Phe Thr Lys Asn Asn Gin Phe Gin Ala Leu. 

180 185 190 

Leu Gin Tyr Ala Asp. Pro Val Asn Ala His Tyr Ala Lys Met Ala Leu 

195 200 205 

Asp Gly Gin Asn lie Tyr Asn Ala Cys Cys Thr Leu Arg lie Asp Phe 

210 215 220 

Ser Lys Leu Thr . Ser Leu Asn Val Lys Tyr Asn Asn Asp Lys Ser Arg 
225 230 235 240 

Asp, Phe Thr Arg Leu Asp Leu Pro Thr Gly Asp Gly Gin Pro Ser Leu 

245 250 255 

Glu Pro Pro Met Ala Ala Ala Phe Gly Ala Pro Gly lie lie Ser Ser 

260 265 270 

Pro Tyr Ala Gly Ala Ala Gly Phe Ala Pro Ala lie Gly Phe Pro Gin 

275 280 285 

Ala Thr Gly Leu Ser Val Pro Ala Val Pro Gly Ala Leu Gly Pro Leu 

290 295 300 

Thr lie Thr Ser Ser Ala Val Thr Gly Arg Met Ala He Pro Gly Ala 
305 310 315 320 

Ser Gly He Pro Gly Asn Ser Val Leu Leu Val Thr Asn Leu Asn Pro 

325 330 335 

Asp Leu lie Thr Pro His Gly Leu Phe . lie Leu Phe Gly Val Tyr Gly 

340 345 350 - 

Asp Val His Arg Val Lys He Met Phe Asn Lys Lys Glu Asn Ala Leu 

355 360 365 

Val Gin Met Ala Asp Ala Asn Gin Ala Gin Leu Ala Met Asn His Leu 

370 375 380 

Ser Gly Gin Arg Leu Tyr Gly Lys Val Leu Arg Ala Thr Leu Ser Lys 
385 390 395 400 

His Gin Ala Val Gin Leu Pro Arg Glu Gly Gin Glu Asp Gin Gly Leu 

405 410 415 

Thr Lys Asp Phe Ser Asn Ser Pro Leu His Arg Phe Lys Lys Pro Gly 

420 425 430 

Ser Lys Asn Phe Gin Asn He Phe Pro Pro Ser Ala Thr Leu His Leu 

435 440 445 

Ser Asn He Pro Pro Ser Val Thr Val Asp Asp Leu Lys Asn Leu Phe 

450 455 460 

He Glu Ala Gly Cys Ser Val Lys Ala Phe Lys Phe Phe Gin Lys Asp 
465 470 475 480 

Arg Lys Met Ala Leu He Gin Leu Gly Ser Val Glu Glu Ala He Gin 

485 490 495 

Ala Leu He Glu Leu His Asn His Asp Leu Gly Glu Asn His His Leu 

500 505 510 

Arg Val Ser Phe Ser Lys Ser Thr He 
515 520 

<210> 4069 
<211> 714 
<212> DNA 

<213> Homo sapiens ^ 
<400> 4069 



3257 



PCT/US00/08621 



agtaccatta taacgaattt tgagaggttg gtaaaaggag attggaaacc agaaggtgat 
60 

gaatggctga agatgtcata ccctgccaag gtaaccctgc tggggtcagt tatcttcaca 
120 

ttccagcaca cccagcatct ggcaatatca aagcataatc ttatgttcct ttataccatc 
180 

tttattgtgg ccacaaagat aaccatgatg actacacaga cttctactat gacatttgct 
240 

ccttttgagg atacattgag ttggatgcta tttggctggc agcagccgtt ttcatcatgt 
300 

gagaagaaaa gtgaagcaaa gtcaccttcc aatggcgttg ggtcattggc ctcaaagccg 
360 

gtagatgttg cctcagataa tgttaaaaag aaacatacta agaagaatga ataaatttac 
420 

gtgatgagct ctacaaggcc aaaaattttt tttcttatct acctgttata ttgtgctaat 
480 

ttttctatgt atgtgatgtg aaatgaagac tatatatatg gaatggaggt gacagaaaga 
540 

aagaaattct ttgtttgagg gagacttccc ctttctggat tgtatttgta gagtgttacg 
600 

agtgtatcat gtgattatgc tttaccggta taagagattc tgttgtgatt atttgaatag 
660 

ttttatatta ataaaagaag acaaaatttt ttaaatgtta aaaaaagcag atct 
714 

<210> 4070 
<211> 113 
<212> PRT 

<213> Homo sapiens 
<400> 4070 

Met Ser Tyr Pro Ala Lys Val Thr Leu Leu Gly Ser Val lie Phe Thr 

1 5 10 15 

Phe Gin His Thr Gin His Leu Ala lie Ser Lys His Asn Leu Met Phe 

20 25 30 

Leu Tyr Thr lie Phe lie Val Ala Thr Lys lie Thr Met Met Thr Thr 

35 40 45 

Gin Thr Ser Thr Met Thr Phe Ala Pro Phe Glu Asp Thr Leu Ser Trp 

50 55 60 

Met Leu Phe Gly Trp Gin Gin Pro Phe Ser Ser Cys Glu Lys Lys Ser 
65 70 75 80 

Glu Ala Lys Ser Pro Ser Asn Gly Val Gly Ser lieu Ala Ser Lys Pro 

85 90 95 

Val Asp Val Ala Ser Asp Asn Val Lys Lys Lys His Thr Lys Lys Asn 
100 105 110 

Glu 



<210> 4071 

<211> 601 

<212> DNA 

<213> Homo sapiens 

<400> 4071 
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ggtcctggag gaggaaggcc tctggtgctc acttcaaagg catcgagaag ,aacttgttcc 
60 

cagacttgca gcggacttgc tcagtgtgca cgcgcagcag cacctcagca tcttcaaacc 
120 

catccacgat tgcctgtagt tcctgcaggc actgcccctc cagctggaga cgtgcatcac 
180 

ccacacacca ggccaggctg aggtggaaag aaggatcctg gtagaaagtg gtgaggttga 
240 

attcctccat gactctgtc.c acctctgaaa ccaggtccag gaactgggca tgccctgaag 
300 

tgacctcaag cccaataaag gtcctggttt tctcttgatt ggtgtaaatc tttacctggt 
360 

tggcagtaaa gaagaatctg tggaaggagg tcatacgggc tttcagagcc tgcacgaagg 
420 

ggaggatcca gtggtggcgc agaaccacac tctgggacag gctgaggtgg aacaccttca 
480 

tccttaccag ccgggggacg agtgcgcacc ttcccccacg agcgaggcaa ctgggccacc 
540 

cacgtctatg taccatatga agccaaggag gagttcctgg atctgcttga tgtgttgctg 

600 

c 

601 

<210> 4072 

<211> 175 

<212> PRT 

<213> Homo sapiens 

<400> 4072 

Met Val His Arg Arg Gly Trp Pro Ser Cys Leu Ala Arg Gly Gly Arg 

1 5 10 15 

Cys Ala Leu Val Pro Arg Leu Val Arg Met Lys Val Phe His Leu Ser 

20 25 30 

Leu Ser Gin Ser Val Val Leu Arg His His Trp lie Leu Pro Phe Val 

35 40 45 

Gin Ala Leu Lys Ala Arg Met Thr Ser Phe His Arg Phe Phe Phe Thr 

50 55 60 

Ala Asn Gin Val Lys lie Tyr Thr Asn Gin Glu Lys Thr Arg Thr Phe 
65 70 75 80 

lie Gly Leu Glu Val Thr Ser Gly His Ala Gin Phe Leu Asp Leu Val 

85 90 95 

Ser Glu Val Asp Arg Val Met Glu Glu Phe Asn Leu Thr Thr Phe Tyr 

100 105 110 

Gin Asp Pro Ser Phe His Leu Ser Leu Ala Trp Cys Val Gly Asp Ala 

115 120 125 

Arg Leu Gin Leu Glu Gly Gin Cys Leu Gin Glu Leu Gin Ala lie Val 

130 135 140 

Asp Gly Phe Glu Asp Ala Glu Val Leu Leu Arg Val His Thr Glu Gin 
145 150 155 160 

Val Arg Cys Lys Ser Gly Asn Lys Phe Phe Ser Met Pro Leu Lys 
165 170 175 

<210> 4073 
<211> 1864 
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<212> DNA 

<213> Homo sapiens 

<400> 4073 

nnacgcgtga agggggtgaa 

.60 

gcctgcaccg cagtccgggg 
120 

gcccccggct acctcccctg 
180. 

ctggccactt gcggagtgag 
240 

tgagtccccg gggtcccggc 
300 

ttcccgccgc cccctggggg 
360 

aagaaactta cagaagctga 
420 

gatgacaagc ttcaaaactg 
480 

gagacaacaa atagcatggt 
540 

aaagaccaga gtaatgcgga 
600 

gatgcaatat atcaacctag 
660 

gtgttacctc cagaacctgt 
720 

gttggacctg tgttggctac 
780 

agtggccatt caccaccgag 
840 

aatacagtcc cagagttctc 
900 

ttccatcaaa gtggctcatc 
960 

ctgacacaca gcagctcggg 
1020 

tcttccttgt ccaatggaac 
1080 

gatgatgcgg aggcagggtc 
1140 

caggttagac ttggaatgga 
1200 

agatctcttt tagaaatgta 
1260 

agtgaccaga aggatcccaa 
1320 

tttcatgcgg gaaggaaagg 
1380 

atttttcagt gtcattggac 
1440 

gaaggaccag ttccctgggt 
1500 



gggggtgtcc cgggggacgg 
atcgggtcga ggggagaaga 
gaggcacaga gggcgggggc 
tagaccccga gggtctggga 
cgccaggccg gagcgcgaat 
tttggattca ggatttgttc 
tgcttaccta caaatcttga 
caaagaagat gaacagagaa 
agaatcaatt aaacactgca 
gaagcacgca gatggaatga 
tcctttggaa cctgtgatca 
tcagttgtgt aagtcagagc 
cttgggacat catcagactc 
tagcagtctc acttctccaa 
ttactccagc agtgaagatg 
cccaaagcgc ttaatagatt 
aaatagtcta aaacgcccag 
aagtgatgct gacctgtttg 
tgtggaggag cacaagagcg 
tcttactaag gtagttcttc 
tgcagacttt tttgcacatc 
ggatcgaatg gttcaggttg 
atcagttgcc aaaaagccat 
attaccaaat gatactgaag 
ttccaaaaac agtgtaacat 



gctgaacctc agtcaggacc 
aaaaggggtg ctcgggagca 
cttggcgaat ggctttcttg 

g a gggg cc gg cccctacccc 

gtcgtgctca ccctgcctcc 
ctagtgtcca agattttgat 
ttgaacaatt aaagcttttt 
agaaaattga aactctcaaa 
ttgtgttgct gcagattgcc 
taagtactat taatcccgta 
gcacaatgcc ttcccagact 
agcgtccatc ttccctacca 
ctacaccaaa tagtacaggc 
gccacgtgaa cttgtctcca 
aattttatga tgctgatgaa 
cttctggatc tgcctcagtc 
ataccacaga atcacttaat 
attcacatga tgacagagat 
ttatcatgca tctcttgtcg 
caacgtttat tcttgaaaga 
cggacctgtt tgtgagcatt 
tgaaatggta cctctcagcc 
acaatcccat tttgggcgag 
agaacacaga actagtttca 
ttgtggctga gcaggtttcc 
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catcatccac ccatttcagc cttttatgct gagtgtttta acaagaagat acaattcaat 
1560 

gctcatatct ggaccaaatc aaaattcctt gggatgtcaa ttggggtgca caacataggg 
1620 

cagggctgtg tctcatgtct agactatgat gaacattaca ttctcacatt ccccaatggc 
1680 

tatggaaggt ctatcctcac agtgccctgg gtggaattag gaggagaatg caatattaat 
1740 

tgttccaaaa caggctatag tgcaaatatc atcttccaca ctaaaccctt ctatgggggc 
1800 

aagaagcaca gaattactgc cgagattttt tctccaaatg acaagaagtc tttttgctca 

1860 

attg 

1864 

<210> 4074 
<2ll> 456 
<212> PRT 

<213> Homo sapiens 
<400> 4074 

Met Val Glu Ser lie Lys His Cys lie Val Leu Leu Gin He Ala Lys 

1 5 10 15 

Asp Gin Ser Asn Ala Glu Lys His Ala Asp Gly Met He Ser Thr He 

20 25 30 

Asn Pro Val Asp Ala lie Tyr Gin Pro Ser Pro Leu Glu Pro Val He 

35 40 45 

Ser Thr Met. Pro Ser Gin Thr Val Leu Pro Pro Glu Pro Val Gin Leu 

50 55 60 

Cys Lys Ser Glu Gin Arg Pro Ser Ser Leu Pro Val Gly Pro Val Leu 
65 70 75 80 

Ala Thr Leu Gly His His Gin Thr Pro Thr Pro Asn Ser Thr Gly Ser 

s 85 90 95 

Gly His Ser Pro Pro Ser Ser Ser Leu Thr Ser Pro Ser His Val Asn 

100 105 110 

Leu Ser Pro Asn Thr Val Pro Glu" Phe Ser Tyr Ser Ser Ser Glu Asp 

115 120 '125 

Glu Phe Tyr Asp Ala Asp Glu Phe His Gin Ser Gly Ser Ser Pro Lys 

130 135 140 

Arg Leu lie Asp Ser Ser Gly Ser Ala Ser Val Leu Thr His Ser Ser 
145 150 155 160 

Ser Gly Asn Ser Leu Lys Arg Pro Asp Thr Thr Glu Ser Leu Asn Ser 

165 170 175 

Ser Leu Ser Asn Gly Thr Ser Asp Ala Asp Leu Phe Asp Ser His Asp 

180 185 190 

Asp Arg Asp Asp Asp Ala Glu Ala Gly Ser Val Glu Glu His Lys Ser 

195 200 205 

Val He Met His Leu Leu Ser Gin Val Arg Leu Gly Met Asp Leu Thr 

210 215 220 

Lys Val Val Leu Pro Thr Phe He Leu Glu Arg Arg Ser Leu Leu Glu 
225 230 235 240 

Met Tyr Ala Asp Phe Phe Ala His Pro Asp Leu Phe Val Ser lie Ser 

245 250 255 

Asp Gin Lys Asp Pro Lys Asp Arg Met Val Gin Val Val Lys Trp Tyr 
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265 270 
Lys Gly Ser Val Ala Lys Lys Pro 
285 

Phe Gin Cys His Trp Thr Leu Pro 
300 

Leu Val Ser Glu Gly Pro Val Pro 
315 320 
Phe Val Ala Glu Gin Val Ser His 

330 335 
Ala Glu Cys Phe Asn Lys Lys lie 
345 350 
Lys Ser Lys Phe Leu Gly Met Ser 
365 

Gly Cys Val Ser Cys Leu Asp Tyr 
380 

Pro Asn Gly Tyr Gly Arg Ser lie 
395 400 
Gly Gly Glu Cys Asn lie Asn Cys 

410 415 
lie lie Phe His Thr Lys Pro Phe 
425 430 
Thr Ala Glu lie Phe Ser Pro Asn 
445 



<210> 4075 
<211> 2492 
<212> DNA 

<213> Homo sapiens 
<400> 4075 

ntgctggagg aggataacaa gttttgtgca gattgccagt ctaaagggcc gcgatgggcc 
60 

tcttggaaca ttggtgtgtt catctgcatt cgatgtgctg gaatccacag gaatctgggg 
120 

gtgcacatat ccagggtaaa gtcagttaac ctcgaccagt ggactcaaga acagattcag 
180 

tgcatgcaag agatgggaaa tggaaaggca aaccgacttt atgaagccta tcttcctgag 
240 

acctttcggc gacctcagat agacccagct gttgaaggat ttattcgaga caaatatgag 
300 

aagaagaaat acatggaccg aagtctggac atcaatgcct ttaggaaaga aaaagatgac 
360 

aagtggaaaa gagggagcga accagttcca gaaaaaaaat tggaacctgt tgtttttgag 
420 

aaggtgaaaa tgccacagaa aaaagaagac ccacagctac ctcggaaaag ctccccgaaa 
480 

tccacagcgc ctgtcatgga tttgttgggc cttgatgctc ctgtggcctg ctccattgca 
540 

aatagtaaga ccagcaatac cctagagaag gatttagatc tgttggcctc tgttccatcc 
600 

ccttcttctt cgggttccag aaaggttgta ggttccatgc caactgcagg gagtgccggc 
660 



260 

Leu Ser Ala Phe 
275 

Tyr Asn Pro lie 
290 

Asn Asp Thr Glu 
305 

Trp Val Ser Lys 

His Pro Pro lie 
340 

Gin Phe Asn Ala 
355 

lie Gly Val His 
370 

Asp Glu His Tyr 
385 

Leu Thr Val Pro 

Ser Lys Thr Gly 
420 

Tyr Gly Gly Lys 
435 

Asp Lys Lys Ser 
450 



His Ala Gly Arg 
280 

Leu Gly Glu lie 
2 95 

Glu Asn Thr Glu 
310 

Asn Ser Val Thr 
325 

Ser Ala Phe Tyr 

His lie Trp Thr 
360 

Asn lie Gly Gin 
375 

He Leu Thr Phe 
390 

Trp Val Glu Leu 
405 

Tyr Ser Ala Asn 

Lys His Arg He 
440 

Phe Cys Ser He 
455 
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tctgttcctg aaaatctgaa cctgtttccg 
720 

aagaaacagc tctctaaaga ctccattctt 
780 

cctactcaag caatgtfecat ggctcccgct 
840 

ttccccgggg ttacacctcc taacagcata 
900 

atggttgctc agccaggagc ttctgggatg 
960 

atgggtggca tgcaggcatc aatgatgggt 
1020 

gctggctaca tggcaggcat ggcagctatg 
108 0 

cagcagctgc aatggaacct tactcagatg 
1140 

ggagccaatg gcatgatgaa ctatggacag 
1200 

aatcagactc tcagtcctca gatgtggaaa 
1260 

ctcttcagcc ctcgctctcc cctttccaca 
132 0 

ctacctctct gtttggttta gaaattgctc 
1380 

cagccacttc ccaaacatga agacctctct 
1440 

atcccaacgt cctccccagt cctctcctgg 
1500 

gcacttaaac tgtgggagaa gtgtgcacac 
1560 

cctgtcagac tctcagaagg gtctgtgggt 
1620 

agaggtcctt ctatatgtgt taataagctg 
1680 

tgttctcatg atttatggga atgaagcaag 
1740 

cctgggtcag tttgacccta gccctggggt 
1800 

aaaatactac tctcttcgcc ctgagttgct 
1860 

ttcagtcagc ctttattagc accaaagact 
1920 

ccttcccgcc tcccccctgc cttcagtagg 
1980 

tatagtggga atgcagagct taacgtgtac 
2040 

tgtatgagtg tgtgttccgc ctcccaccct 
2100 

tgtttagttt taggtttaca acagagagga 
2160 

gtttttctta tggtttaaaa aacgccatgt 
2220 

tcccggtctg ctgatcactc tttcatgcct 
2280 



gagccaggga gcaaatcaga agaaataggc 
tcactgtatg gatcccagac gcctcaaatg 
cagatggcat atcccacagc ctaccccagc 
atggggagca tgatgcctcc accagtaggc 
gttgccccca tggccatgcc tgcaggctat 
gtgccgaatg gaatgatgac cacccagcag 
ccccagactg tgtatggggt ccagccagct 
acccagcaga tggctgggat gaacttctat 
tcaatgagtg gcggaaatgg acaggcagca 
taaaaacaaa acacctgtat ggctgccatt 
gcctccaccc ctgaccccca tcctcttttc 
aataagtcat ttggggtttg gcatcctgcc 
gttgctttat gttgtacatg ccccatagcc 
caccagcacc ttagaagttg ttggcagaag 
ctttgagtcc cttccctcaa ggttaaagct 
gttgtatatt aggcaaacag gggaaagctt 
tttctaagtg tttaaatttg aaaagcatca 
tactgaaatc aaattaaata ctccctgggt 
gaggcaagcc ccctcctatg aggatgagca 
ttctggatct ggggcttcag gacttgctgc 
ttatgaagat cccacacaca gacacacatc 
atctggctcc gtggctggag gaccaacccc 
tgcttgtgtg tgtgcgtgag tgtgtgtgtg 
ctccccatct gctctgggta tttttgtttt 
attaatttat cagcagccta aaactgttgt 
cattgataac tccctttctc ccttcccttc 
gtgtatccag ggtgctctgt ttccccaccg 
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ttcccaggtg tacgaggcag agggccggga cagctttcct ctcagtcatt gttcacccca 
2340 

cttgaaaatt cagacaagaa aactttgctt aaaagatttc atgtgtggga accacagttc 
2400 

ctggctgcct ttctcctgtg tatgtgtaaa ttccttaata aatattgcag ggaaggacaa 
2460 

aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aa 
2492 

<210> 4076 
<211> 410 
<212> PRT 

<213> Homo sapiens 
<400> 4076 

Xaa Leu Glu Glu Asp Asn Lys Phe Cys Ala Asp Cys Gin Ser Lys Gly 

1 5 10 15 

Pro Arg Trp Ala Ser Trp Asn lie Gly Val Phe lie Cys lie Arg Cys 

20 25 30 

Ala Gly lie His Arg Asn Leu Gly Val His lie Ser Arg Val Lys Ser 

35 40 45 

Val Asn Leu Asp Gin Trp Thr Gin Glu Gin lie Gin Cys Met Gin Glu 

50 55 60 

Met Gly Asn Gly Lys Ala Asn Arg Leu Tyr Glu Ala Tyr Leu Pro Glu 
65 70 75 80 

Thr Phe Arg Arg Pro Gin lie Asp Pro Ala Val Glu Gly Phe lie Arg 

85 90 95 

Asp Lys Tyr Glu Lys Lys Lys Tyr Met Asp Arg Ser Leu Asp lie Asn 

100 . 105 110 

Ala Phe Arg Lys Glu Lys Asp Asp Lys Trp Lys Arg Gly Ser Glu Pro 

115 120 125 

Val Pro Glu Lys Lys Leu Glu' Pro Val Val Phe Glu Lys Val Lys Met 

130 135 140 

Pro Gin Lys Lys Glu Asp Pro Gin Leu Pro Arg Lys Ser Ser Pro Lys 
145 150 155 160 

Ser Thr Ala Pro Val Met Asp Leu Leu Gly Leu Asp Ala Pro Val Ala 

165 170 175 

Cys Ser lie Ala Asn Ser Lys Thr Ser Asn Thr Leu Glu Lys Asp Leu 

180 185 190 

Asp Leu Leu Ala Ser Val Pro Ser Pro Ser Ser Ser Gly Ser Arg Lys 

195 200 205 

Val Val Gly Ser Met Pro Thr Ala Gly Ser Ala Gly Ser Val Pro Glu 

210 215 220 

Asn Leu Asn Leu Phe Pro Glu Pro Gly Ser Lys Ser Glu Glu lie Gly 
225 230 235 " 240 

Lys Lys Gin Leu Ser Lys Asp Ser He Leu Ser Leu Tyr Gly Ser Gin 

24 5 250 255 

Thr Pro Gin Met Pro Thr Gin Ala Met Phe Met Ala Pro Ala Gin Met 

260 265 270 

Ala Tyr Pro Thr Ala Tyr Pro Ser Phe Pro Gly Val Thr Pro Pro Asn 

275 280 285 

Ser He Met Gly Ser Met Met Pro Pro Pro Val Gly Met^Val Ala Gin 

290 295 300 

Pro Gly Ala Ser Gly Met Val Ala Pro Met Ala Met Pro Ala Gly Tyr 
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305 310 315 320 

Met Gly Gly Met Gin Ala Ser Met Met Gly Val Pro Asn Gly Met Met 

325 330 335 

Thr Thr Gin Gin Ala Gly Tyr Met Ala Gly Met Ala Ala Met Pro Gin 

340 345 350 

Thr Val Tyr Gly Val Gin Pro Ala Gin Gin Leu Gin Trp Asn Leu Thr 

355 360 365 

Gin Met Thr Gin Gin Met Ala Gly Met Asn Phe Tyr Gly Ala Asn Gly 

370 375 380 

Met Met Asn Tyr Gly Gin Ser Met Ser Gly Gly Asn Gly Gin Ala Ala 
385 390 395 400 

Asn Gin Thr Leu Ser Pro Gin Met Trp Lys 
405 410 

<210> 4077 
<211> 684 
<212> DNA 

<213> Homo sapiens 
<400> 4077 

cgcgttgtac acaactggga ctttgagcct cgaaaggttt ctcgctgcag catgcgctac 
60 

ctggcgctga tggtgtctcg gcccgtactc aggctccggg agatcaaccc tctgctgttc 
120 

agetacgtgg aggagctggt ggagattcgc aagctgcgcc aggacatcct gctcatgaag 
180 

ccgtacttca tcacctgcag ggaggccatg gaggctcgtc tgctgctgca gctccaggat 
240 

cggcagcatt ttgtggagaa cgacgagatg tactctgtcc aggacctcct ggacgtgcat 
300 

gccggccgcc tgggctgctc gctcaccgag atccacacgc tcttcgccaa gcacatcaag 
360 

ctggactgcg agcggtgcca ggccaagggc ttcgtgtgtg agctctgcag agagggcgac 
420 

gtgctgttcc cgttcgacag ccacacgtct gtgtgcgccg actgctccgc ggtc.ttccac 
480 

agggactgct actacgacaa ctccaccact tgtcccaagt gtgcccggct cagcctgagg 
540 , 

aagcagtcgc tcttccagga gccaggtccc gatgtggagg cctagcgccg aggaacagtg 
600 

ctgggcaccc cgctctggcc cagcaggacc caccctgcca acatcaagtt gttccttctg 
660 

ctccagaaac ccctggggtg cgca 
684 

<210> 4078 
<211> 194 
<212> PRT 

<213> Homo sapiens 
<400> 4078 

Arg Val Val His Asn Trp Asp Phe Glu Pro Arg Lys Val Ser Arg Cys 

1 5 10 15 

Ser Met Arg Tyr Leu Ala Leu Met Val Ser Arg Pro Val Leu Arg Leu 
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20 25 30 

Arg Glu lie Asn Pro Leu Leu Phe Ser Tyr Val Glu Glu Leu Val Glu 

35 40 45 

He Arg Lys Leu Arg Gin Asp lie Leu Leu Met Lys Pro Tyr Phe He 

50 55 60 

Thr Cys Arg Glu Ala Met Glu Ala Arg Leu Leu Leu Gin Leu Gin Asp 
65 70 75 . 80 

Arg Gin His Phe Val Glu Asn Asp Glu Met Tyr Ser Val Gin Asp Leu 

85 90 95 

Leu Asp Val His Ala Gly Arg Leu Gly Cys Ser Leu Thr Glu He His 

. 100 105 HO 

Thr Leu Phe Ala Lys His He Lys Leu Asp Cys Glu Arg Cys Gin Ala 

115 120 125 

Lys Gly Phe Val Cys Glu Leu Cys Arg Glu Gly Asp Val Leu Phe Pro 

130 135 140 

Phe Asp Ser His Thr Ser Val Cys Ala Asp Cys Ser Ala Val Phe His 
145 150 155 160 

Arg Asp Cys Tyr Tyr Asp Asn Ser Thr Thr Cys Pro Lys Cys Ala Arg 

165 170 175 

Leu Ser Leu Arg Lys Gin Ser Leu Phe Gin Glu Pro Gly Pro Asp Val 
180 185 190 

Glu Ala 



<210> 4079 
<211> 783 
<212> DNA 

<213> Homo sapiens 
<400> 4079 

tctagaactt aaacaatatt agcaatgcct caagagcccc cagtgaagtt ttccagaaac 
60 

ctggttagaa tccttaggcg ggacccacct agcagtggtg ccttctcact ttgtcctggc 
120 

atggccaggg ttgacctctg tagagggaca tccctcgtgt ttcccccagg actgaggaag 
180 

gttagaatgc agagttctct ccggagatgg ctgagctctc tttaggccca tccacccctg 
240 

ctctcctggc tgtgcatgca aggcttctct gttagggcag tgcagcttgg agggtagaca 
300 

cactgagggt gtaagagcct gtgtgaacag ctcccatctg cagagcctcc tctccttaca 
360 

gatatatccc aaggcagggg tcccatattc cctgcggttc tgagctggca ttacctgcag 
420 . 

cagatggatc actggacagc gagtccggaa atcatccttc tccaccaagc tttcccactt 
480 

aatagcttgg taacctttga cagatgattt ctttctttcc taatttgtag catggggaca 
540 

gtgagggata caacagcagt ttctgaaaca gcagtgacca ccatttactg catttacccc 
600 

aggccaggca ctgtgtgtgg gcatggcatt taatcccggt aacactctat aagatagggg 
660 

ctgttatgac ctcatttctc cgatgaggaa gccagggctc agagaagttg aaggcatgag 
720 
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ccccgttgtt atgaagtcat tagatagtag agctggggat ttgaacccca gaggcccact 
780 

nta '• 
783 

<210> 4080 
<211> 101 
<212> PRT 

<213> Homo sapiens 
<400> 4080 

Met Pro Ala Gin Asn Arg Arg Glu Tyr Gly Thr Pro Ala Leu Gly Tyr 

1 5 10 15 

lie Cys Lys Glu Arg Arg Leu Cys Arg Trp Glu Leu Phe Thr Gin Ala 

20 * 25 30 

Leu Thr Pro Ser Val Cys Leu Pro Ser Lys Leu His Cys Pro Asn Arg 

35 - ' 40 45 

Glu Ala Leu His Ala Gin Pro Gly Glu Gin Gly Trp Met Gly Leu Lys 

50 55 60 

Arg Ala Gin Pro Ser Pro Glu Arg Thr Leu His Ser Asn Leu Pro Gin 
65 70 75 80 

Ser Trp Gly Lys His Glu Gly Cys Pro Ser Thr Glu Val Asn Pro Gly 

85 90 95 

His Ala Arg Thr Lys 
100 

<210> 4081 

<211> 645 

<212> DNA 

<213> Homo sapiens 

<400> 4081 

agaattcctc cctggatgga agtggtcctt atacccatga caggaaaacc aagtctgtac 
60 

ccaggattgt tcctttttac cactccttgt agactggtac ggcctgtgca gaacttagca 
120 

ttgggcaaag aagagctaat tggaactatg gaacagatct tcatgaatgt egctatcttt 
180 

gaggatgaag tttttgctgg agttaccaca caccaggaac tctttccaca cagcctgctg 
240 

agtgtgattg ccaacttcat ccctttctct gatcacaacc agagtccacg gaacatgtac 
300 

caatgccaga tgggtaagca aactatgggc tttccacttc tcacttatca agaccgatcg 
360 

gataacaaac tgtatcgtct tcagactcct cagagtccct tggtgagacc ctccatgtat 
420 

gattattatg acatggataa ctatccaatt gggaccaatg ccatcgttgc tgtgatttct 
480 

tacactggct atgatatgga agatgccatg attgtgaata aggcctcttg ggaacgaggc 
540 

tttgcccatg gaagtgtcta caagtctgag ttcatagacc tctctgaaaa aattaaacaa 
600 

ggagatagta gcctggtgtt tggcatcaaa cctggtgacc cacgc 
645 
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<210> 4082 
<211> 215 
<212> PRT 

<213> Homo sapiens - 
<400> 4082 

Arg He Pro Pro Trp Met Glu Val Val Leu He Pro Met Thr Gly Lys 

1 5 . " 10 15 

Pro Ser Leu Tyr Pro Gly Leu Phe Leu Phe Thr Thr Pro Cys Arg Leu 

20 25 30 

Val Arg Pro Val Gin Asn Leu Ala Leu Gly Lys Glu Glu Leu lie Gly 

35 40 45 

Thr Met Glu Gin He Phe Met Asn Val Ala lie Phe Glu Asp Glu Val 

50 55 ' 60 

Phe Ala Gly Val Thr Thr His Gin Glu Leu Phe Pro His Ser Leu Leu 
65 70 75 80 

Ser Val He Ala Asn Phe He Pro Phe Ser Asp His Asn Gin Ser Pro 

85 90 95 

Arg Asn Met Tyr Gin Cys Gin Met Gly Lys Gin Thr Met Gly Phe Pro 

100 105 110 

Leu Leu Thr Tyr Gin Asp Arg Ser Asp Asn Lys Leu Tyr Arg Leu Gin 

115 120 125 

Thr Pro Gin Ser Pro Leu Val Arg Pro Ser Met Tyr Asp Tyr Tyr Asp 

130 135 140 

Met Asp Asn Tyr Pro lie Gly Thr Asn Ala He Val Ala Val He Ser 
145 150 155 160 

Tyr Thr Gly Tyr Asp Met Glu Asp Ala Met He Val Asn Lys Ala Ser 

165 170 175 

Trp Glu Arg Gly Phe Ala His Gly Ser Val Tyr Lys Ser Glu Phe He 

180 185 190 

Asp Leu Ser Glu Lys He Lys Gin Gly Asp Ser Ser Leu Val Phe Gly 

195 200 205 

He Lys Pro Gly Asp Pro Arg 
210 215 

<210> 4083 

<211> 2983 

<212> DNA 

<213> Homo sapiens 

<400> 4083 

aactgctcac ccagaactcc ggctcagacg gcaccaccac tgtggaggtc tcccttggcg 
60 

gctctgaagg gcagttactt acgtcctatt ctgtggtccc taagtacctt gcacgtacct 
120 

ttatttaaac acttactgca atacattcca gttagctgtt tatgaacctg tctaccatga 
180 

aaaactaaat gccttgaggg gaaggccgct gttcatttct tatctatttt gcctacacgg 
240 

tttcttgccc tcagtaagca tttaataaac ttttgttaaa catatgaatg aataattaaa 
3 00 

ttcaaaaata aattcttgac tgttttctcc catctctctc aaatgtttgc tctggaatat 
360 
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ggaaacagga tggcaagttt 
420 

caaatctata tctcacaagt 
480 

gttaatatct ctaaatctaa 
540 

gctcaatgca gtgacagtgc 
600 

agaacaagag agggtctcag 
660 

aattcatgat gttcagggca 
720 

ttgcaaagtt taagccgtag 
780 

cctgattgta cttcagccct 
840 

acttgactcc aacgactctg 
900 

tgaatccctg ctggccaggt 
960 

cataggctgg tgggagtaca 
1020 

gccatggcca caagtgaaca 
1080 

gacaccagta agaaatgggt 
1140 

atctaccaca acactgccag 
12 00 

caggttgtga tcaattattc 
1260 

ttccaccagt ggcgagatgc 
1320 

gcaaccacat tctccaatgc 
1380 

ggcccctcca gccagcgtca 
1440 

agaagacaag tgatggagca 
1500 

tcggccacag ggcccatcct 
1560 

tcatgtagtg ggcctccacc 
1620 

accccacctc ccccaccccc 
1680 

agctccatgt caggactggc 
1740 

ccagaagacg catctggagg 
1800 

gcaagcagcg ggggtggcgg 
1860 

aggagaaaag cagcctccca 
1920 

atggaagatc ctagtacctc 
1980 



aaaacagatc tggatatgtg 
ggcaaagaga tacaaactcc 
aggcaggcag caggtttctc 
taggataccc ggagagccag 
catcaggcca agacaaagcc 
aacagcattg cattggagaa 
acctggcggg catctcgcca 
ttcacgattg aataattgat 
aaggtgttgc tggcagtgtt 
ttgattggta cccatttctt 
ggactcgcct cctcagggtt 
gagtatccgc caagcccggg 
accaatcaaa cctggccagc 
caacaccttc agagtcgttg 
aatcgtgaaa gggctgaagt 
ccgccaggtc tacggcttaa 
aatgctgttt gccctgaaca 
ggtgcagaat ggcccctctc 
gcaccagcag cagcgtcagg 
cccaccagga catccttcat 
gcccccccca cccccagtcc 
actgccagcc ggaggagccc 
cgctgccata gctggggcca 
ctccagtccc agtgggacct 
aggaggcctc atggaggaaa 
gtcagacaag ccagccgaga 
cccctctccg gggacccgag 



gcttcaggga cacatctgta 
attctttcct cctctgaatt 
tgagaacaca tgcaacctca 
agctgtggga gggcagaggt 
ctacttacct ccttcttggg 
cgtggttgcc tcttctttac 
ctggtggaag gttggcgtgg 
cacaacctgc tgatcctgca 
gtggtagatg ttgatccggc 
actggtggtc ctctgatcaa 
ccctgtgctg ccacttttca 
cttccgtgat ggtctacgat 
agggattcag ccggatcaac 
gagtcaagtt gcaggatcag 
acaatcaggc cacgccaacc 
actttgcaag taaagaagag 
tcatgaattc ccaagaagga 
ctgatgagat ggacatccag 
aatctctaga aagaagaacc 
ctgcagccag cgcccccgtc 
cacctccacc cactggggct 
aggggtccag ccacgacgag 
agctgagaag agtccaacgg 
caaagtccga tgccaaccgg 
tgaacaaact gctggccaag 
agaaggaaga tgaaagccaa 
cagccagcca gccacctaac 
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tcctcagagg ctggccggaa gccctgggag cggagcaact cggtggagaa gcctgtgtcc 
2040 / 

tcgattctgt ccagaacccc gtctgtggca aagagccccg aagctaagag cccccttcag 
2100 . 
tcgcagcctc actctaggat gaagcctgct gggagcgtga atgacatggc cctggatgcc 
2160 

ttcgacttgg accggatgaa gcaggagatc ctagaggagg tggtgagaga gctccacaag 
2220 

gtgaaggagg agatcatcga cgccatcagg caggagctga gtgggatcag caccacgtaa 
2280 

ggggccggcc tcgctgcgct gattcgtcga gcccatccgg cgacagagga cagccagaag 
2340 

cccagccagc cccagactcc agtgcaccag agcacgcaca ggagcctggg cgcgctgctg 
2400 

tgaaacgtcc tgacctgtga tcacacatga' cagtgaggaa accaagtgca actcctgggt 
2460 

tttttttaga ttctgcctga cacggaacac caggtctgct cgtctttttt gtgttttata 
2520 

tttgcttatt taaggtacat ttctttgggt ttctagagac gcccctaagt cacctgcttc 
2580 " 
attagacggt ttccaggttt tctcccaggt gacgctgtta gcgcctcagc tggcggtgac 
2640 

agccggccca gcgtggcgcc accacacacc gcagagctgt ccaggcacag ctccgtcccc 
2700 

agcgctcatg gtgttgaaac tgtctgtcat gcaccacggt gtctgtgtcc acacagtaat 
2760 

aaacggttta ctgtccgcaa aaaaaaaact ttgccggtct cagtctttaa tcgtggcagg 
2820 

gcctcacgca cgcgcgcacg tacacacact caggcttcag atcttgttga aagctgcgat 
2880 

attgacactc tgcactttct cttctatctt gttattatat ctccggcagt ctgtcccacc 
2940 

ttgtcgtcct ccaccacaca ctgaatctgt agctccggcc ggc 
2983 

<210> 4084 
<211> 362 
<212> PRT 

<213> Homo sapiens 
<400> 4084 

Gin Asp Gin Gin Val Val lie Asn Tyr Ser lie Val Lys Gly Leu Lys 

1 5 10 15 

Tyr Asn Gin Ala Thr Pro Thr Phe His Gin Trp Arg Asp Ala Arg Gin 

20 25 30 

Val Tyr Gly Leu Asn Phe Ala Ser Lys Glu Glu Ala Thr Thr Phe Ser 

35 40 45 

Asn Ala Met Leu Phe Ala Leu Asn lie Met Asn Ser Gin Glu Gly Gly 

50 55 60 

Pro Ser Ser Gin Arg Gin Val Gin Asn Gly Pro Ser Pro Asp Glu Met 
65 7 0 75 80 

Asp He Gin Arg Arg Gin Val Met Glu Gin His Gin Gin Gin Arg Gin 

85 90 95 

Glu Ser Leu Glu Arg Arg Thr Ser Ala Thr Gly Pro He Leu Pro Pro 
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100 105 110 

Gly His Pro Ser Ser Ala Ala Ser Ala Pro Val Ser Cys Ser Gly Pro 

115 120 125 

Pro Pro Pro Pro Pro Pro Pro Val Pro Pro Pro Pro Thr Gly Ala Thr 

130 135 140 

Pro Pro Pro Pro Pro Pro Leu Pro Ala Gly Gly Ala Gin Gly Ser Ser 
145 150 155 160 

His Asp Glu Ser Ser Met Ser Gly Leu Ala Ala Ala lie Ala Gly Ala 

165 170 175 

Lys Leu Arg Arg Val Gin Arg Pro Glu Asp Ala Ser Gly Gly Ser Ser 

180 185 190 

Pro Ser Gly Thr Ser Lys Ser Asp Ala Asn Arg Ala Ser Ser Gly Gly 

195 200 205 

Gly Gly Gly Gly Leu Met Glu Glu Met Asn Lys Leu Leu Ala Lys Arg 

210 215 220 

Arg Lys Ala Ala Ser Gin Ser Asp Lys Pro Ala Glu Lys Lys Glu Asp 
225 230 235 240 

Glu Ser Gin Met Glu Asp Pro Ser Thr Ser Pro Ser Pro Gly Thr Arg 

245 250 255 

Ala Ala Ser Gin Pro Pro Asn Ser Ser Glu Ala Gly Arg Lys Pro Trp 

260 265 270 

Glu Arg Ser Asn Ser Val Glu Lys Pro Val Ser Ser lie Leu Ser Arg 

275 280 285 

Thr Pro Ser Val Ala Lys Ser Pro Glu Ala Lys Ser Pro Leu Gin Ser 

290 295 300 

Gin Pro His Ser Arg Met Lys Pro Ala Gly Ser Val Asn Asp Met Ala 
305 310 315 320 

Leu Asp Ala Phe Asp Leu Asp Arg Met Lys Gin Glu lie Leu Glu Glu 

325 330 335 

Val Val Arg Glu Leu His Lys Val Lys Glu Glu He He Asp Ala He 

340 345 350 

Arg Gin Glu Leu Ser Gly He Ser Thr Thr 
355 360 

<210> 4085 

<211> 2673 

<212> DNA 

<213> Homo sapiens 

<400> 4085 

ggattcaaca catcccaggg caagctgctg cgcaccatct tcttcggggt caagagggtg 
60 

actgcgaaca acctggagac cttcatcttc atcctcttcc tcctggtgtt tgccatcgct 
120 

gcagctgcct atgtatggat tgaaggtacc aaggacccca gccggaaccg ctacaagctg 
180 

tttctggagt gcaccctgat cctcacctcg gtcgtgcctc ctgagctgcc catcgagctg 
240 

tccctggccg tcaacacctc cctcatcgcc ctggccaagc tctacatgta ctgcacagag 
300 

cccttccgga tcccctttgc tggcaaggtc gaggtgtgct gctttgacaa gacggggacg 
360 

ttgaccagtg acagcctggt ggtgcgcggt gtggccgggc tgagagacgg gaaggaggtg 
420 
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accccagtgt ccagcatccc tgtagaaaca 
480 

atgcagctgg acgacggcac cctcgtgggt 
54 0 

gtggactgga cgctgaccaa agatgagaaa 
600 

ctgaaaattc accagcgctt tcattttgcc 
660 

tcgtatgaga agctgggctc caccgacctc 
720 

gaaactctgc actccatgtt ctcccagtgc 
780 

atctcccggg aaggagcccg tgtcctggcg 
840 

caccagcagg cccgggaggt caagcgggag 
900 

ttcattgtgg tctcctgccc gctcaaggct 
960 

aatgcgtccc accgggtggt catgatcacg 
1020 

gcccaggagc tgcacttcat tgaaaaggcc 
1080 

aaaggccggc agtgcgagtg gcgctccatt 
1140 

ggggctcccc aaaggcactg gccctggagt. 
1200 

gcccacctgc aggccaccga cccccagcag 
1260 

ttcgcccgtg tggctcccaa gcagaaggag 
1320 

tacgtgaccc tcatgtgtgg ggatggcacc 
1380 

gtgggtgtgg cgctcttggc caatgcccct 
1440 

cgggacagcc caaccctgag caacagtggc 
1500 

cggtcggggc tccctccctc cgaggagcag 
1560 

gtgctgcgag acctcgagga cgagagtacg 
1620 

gcagcaccct tcacctccaa gctctcatcc 
1680 

ggccgctgca cgctggtgac cacgctacag 
1740 

atcctggcct acagccagag cgtcctctac 
1800 

gccaccctac aggggctgct gctggccggc 
1860 

ctcaagaccc tctcccgaga acggcccctg 
1920 

accgtcatgc tccagttctt tgtgcacttc 
1980 

caggcccgga gccccnngag anagcaggag 
2040 



caccgggccc tggcctcgtg ccactcgctc 
gaccctctag agaaggccat gctgacggcc 
gtattccccc gaagtattaa aactcagggg 
agtgccctga agcgaatgtc cgtgcttgcc 
tgctacatcg cggccgtgaa gggggccccc 
ccgcccgact accaccacat ccacaccgag 
ctgggctaca aggagctggg acacctcact 
gccctggaat gcagcctcaa gtttgtgggc 
gactccaagg ccgtgatccg ggagatccag 
ggagacaacc cgctcactgc atgccacgtg 
cacacgctga tcctgcagcc tccctccgag 
gacggcagca tcgtgctgcc cctgnngccc 
acgcacntgt gcctcacagg cgacggcttg 
ctgctccgcc tcatccccca tgtgcaggtg 
tttgtcatca ccagcctgaa ggagctgggc 
aacgacgtgg gcgccctgaa gcatgctgac 
gagcgggttg tcgagcggcg acggcggccc 
atcagagcca cctccaggac agccaagcag 
ccaacctccc agagggaccg cctgagccag 
cccattgtga aactggggga tgccagcatc 
atccagtgca tctgccacgt gatcaagcag 
atgttcaaga tcctggcgct caatgccctc 
ctggagggag tcaagttcag tgacttccag 
tgcttcctct tcatctcccg ttccaagccc 
cccaacatct tcaacctgta caccatcctc 
ctgagccttg tctacctgta ccgtgaggcc 
cagttcgtgg acttgtacaa ggagtttgag 
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ccaagcctgg tcaacagcac cgtctacatc atggccatgg ccatgcagat ggccaccttc 
2100 

gccatcaatt acaaaggccc gcccttcatg gagagcctgc ccgagaacaa gcccctggtg 
2160 

tggagtctgg cagtttcact cctggccatc attggcctgc tcctcggctc ctcgcccgac 
2220 

tfccaacagcc agtttggcct cgtggacatc cctgtggagt tcaagctggt cattgcccag 
2280 

gtcctgctcc tggacttctg cctggcgctc ctggccgacc gcgtcctgca gttcttcctg 
2340 

gggaccccga agctgaaagt gccttcctga gatggcagtg ctggtaccca ctgcccaccc 
2400 

tggctgccgc tgggcgggaa ccccaacagg gccccgggag ggaaccctgc ccccaacccc 
2460 

ccacagcaag gctgtacagt ctcgcccttg gaagactgag ctgggacccc cacagccatc 
2520 

cgctggcttg gccagcagaa ccagccccaa gccagcacct ttggtaaata aagcagcatc 
2580 

tgagatttta aaaaaaaaaa aaaaaaaccc cggaaatttt tgaattggta aattcggaaa 
2640 

acccccgatt tttcttttaa ctgttccctg ttt 
2673 

<210> 4086 
<211> 789 
<212> PRT 

<213> Homo sapiens 
<400> 4086 

Gly Phe Asn Thr Ser Gin Gly Lys Leu Leu Arg Thr lie Phe Phe Gly 

1 5 10 15 

Val Lys Arg Val Thr Ala Asn Asn Leu Glu Thr Phe lie Phe lie Leu 

20 25 30 

Phe Leu Leu Val Phe Ala He Ala Ala Ala Ala Tyr Val Trp lie Glu 

35 40 45 

Gly Thr Lys Asp Pro Ser Arg Asn Arg Tyr Lys Leu Phe Leu Glu Cys 

50 55 60 

Thr Leu He Leu Thr Ser Val Val Pro Pro Glu Leu Pro lie Glu Leu 
65 70 75 80 

Ser Leu Ala Val Asn Thr Ser Leu He Ala Leu Ala Lys Leu Tyr Met 

85 90 95 

Tyr Cys Thr Glu Pro Phe Arg lie Pro Phe Ala Gly Lys Val Glu Val 

100 105 110 

Cys Cys Phe Asp Lys Thr Gly Thr Leu Thr Ser Asp Ser Leu Val Val 

115 120 125 

Arg Gly Val Ala Gly Leu Arg Asp Gly Lys Glu Val Thr Pro Val Ser 

130 135 140 

Ser He Pro Val Glu Thr His Arg Ala Leu Ala Ser Cys His Ser Leu 
145 150 155 160 

Met Gin Leu Asp Asp Gly Thr Leu Val Gly Asp Pro Leu Glu Lys Ala 

165 170 175 

Met Leu Thr Ala Val Asp Trp Thr Leu Thr Lys Asp Glu Lys Val Phe 

180 185 190 

Pro Arg Ser He Lys Thr Gin Gly Leu Lys He His Gin Arg Phe His 
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195 200 205 

Phe Ala Ser Ala Leu Lys Arg Met Ser Val Leu Ala Ser Tyr Glu Lys 

210 " . , 215 220 

Leu Gly Ser Thr Asp Leu Cys Tyr lie Ala Ala Val Lys Gly Ala Pro 
225 230 235 1 240 

Glu Thr Leu His Ser Met Phe Ser Gin Cys Pro Pro Asp Tyr His His 

245 250 255 

lie His Thr Glu lie Ser Arg Glu Gly Ala Arg Val Leu Ala Leu Gly 

260 265 270 

Tyr Lys Glu Leu Gly His Leu Thr His Gin Gin Ala Arg Glu Val Lys 

275 . 280 285 

Arg Glu Ala Leu Glu Cys Ser Leu Lys Phe Val Gly Phe lie Val Val 

290 295 300 

Ser Cys Pro Leu Lys Ala Asp Ser Lys Ala Val He Arg Glu He Gin 
305 310 315 320 

Asn Ala Ser His Arg Val Val Met He Thr Gly Asp Asn Pro Leu Thr 

325 330 335 

Ala Cys His Val Ala Gin Glu Leu His Phe He Glu Lys Ala His Thr 

340 345 350 

Leu He Leu Gin Pro Pro Ser Glu Lys Gly Arg Gin Cys Glu Trp Arg 

355 360 365 

Ser He Asp Gly Ser He Val Leu Pro Leu Xaa Pro Gly Ala Pro Gin 

370 375 380 

Arg His Trp Pro Trp Ser Thr His Xaa Cys Leu Thr Gly Asp Gly Leu 
385 390 395 400 

Ala His Leu Gin Ala Thr Asp Pro Gin Gin Leu Leu Arg Leu He Pro 

405 410 415 

His Val Gin Val Phe Ala Arg Val Ala Pro Lys Gin Lys Glu Phe Val 

420 425 430 

He Thr Ser Leu Lys Glu Leu Gly Tyr Val Thr Leu Met Cys Gly Asp 

435 440 445 

Gly Thr Asn Asp Val Gly Ala Leu Lys His Ala Asp Val Gly Val Ala 

450 455 460 

Leu Leu Ala Asn Ala Pro Glu Arg Val Val Glu Arg Arg Arg Arg Pro 
465 470 475 480 

Arg Asp Ser Pro Thr Leu Ser Asn Ser Gly He Arg Ala Thr Ser Arg 

485 490 . 495 

Thr Ala Lys Gin Arg Ser Gly Leu Pro Pro Ser Glu Glu Gin Pro Thr 

500 505 510 

Ser Gin Arg Asp Arg Leu Ser Gin Val Leu Arg Asp Leu Glu Asp Glu 

515 520 525 

Ser Thr Pro He Val Lys Leu Gly Asp Ala Ser He Ala Ala Pro Phe 

530 535 540 

Thr Ser Lys Leu Ser Ser He Gin Cys lie Cys His Val He Lys Gin 
545 550 555 560 

Gly Arg Cys Thr Leu Val Thr Thr Leu Gin Met Phe Lys He Leu Ala 

565 570 575 

Leu Asn Ala Leu He Leu Ala Tyr Ser Gin Ser Val Leu Tyr Leu Glu 

580 585 590 

Gly Val Lys Phe Ser Asp Phe Gin Ala Thr Leu Gin Gly Leu Leu Leu 

595 600 605 

Ala Gly Cys Phe Leu Phe He Ser Arg Ser Lys Pro Leu Lys Thr Leu 

610 615 620 

Ser Arg Glu Arg Pro Leu Pro Asn He Phe Asn Leu Tyr Thr He Leu 
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625 630 ■ 635 640 

Thr Val Met Leu Gin Phe Phe Val His Phe Leu Ser Leu Val Tyr Leu 

645 , 650 655 

Tyr Arg Glu Ala Gin Ala Arg Ser Pro Xaa Arg Xaa Gin Glu Gin Phe 

660 665 670 

Val Asp Leu Tyr Lys Glu Phe Glu Pro Ser Leu Val Asn Ser Thr Val 

675 680 685 

Tyr He Met Ala Met Ala Met Gin Met Ala Thr Phe Ala lie Asn Tyr . 

690 695 700 

Lys Gly Pro Pro Phe Met Glu Ser Leu Pro Glu Asn Lys Pro Leu Val 
705 710 715 720 

Trp Ser Leu Ala Val Ser Leu Leu Ala He He Gly Leu Leu Leu Gly 

725 730 735 

Ser Ser Pro Asp Phe Asn Ser Gin Phe Gly Leu Val Asp He Pro Val 

740 745 750 

Glu Phe Lys Leu Val He Ala Gin Val Leu Leu Leu Asp Phe Cys Leu 

755 760 765 

Ala Leu Leu Ala Asp Arg Val Leu Gin Phe Phe Leu Gly Thr Pro Lys 

770 775 780 

Leu Lys Val Pro Ser 
785 

<210> 4087 
<211> 959 
<212> DNA 

<213> Homo sapiens 
<400> 4087 

aggggaagtc tggagaaggc attgtttcaa ttattaaaag tgtgggggca gtgggcggaa 
60 

caaacgcgcc gactacagag gctggacgta agcttagcgg tggcgcgcgt gcgcagcgcc 
120 

ggcccgagtt gccaaaacaa aggggatttg gtgatggagg ctttgttaga aggaatacaa 
180 

aatcgagggc atggtggggg atttttgaca tcttgcgaag cagaactaca ggagctcatg 
240 

aaacagattg acataatggt ggctcataaa aaatctgaat gggaaggacg tacacatgct 
300 

ctagaaactt gcttgaaaat ccgtgaacag gaacttaaga gtcttaggag tcagttggat 
360 

gtgacacata aggaggttgg aatgttgcat cagcaggtag aagaacatga aaaaatcaag 
420 

caagagatga ccatggaata taageaggag ttgaagaaac tacatgaaga attatgcata 
480 

ctgaagagaa gctatgaaaa gcttcagaaa aagcaaatga gggaattcag aggaaatacc 

540- ■ ■ • , 

aaaaatcaca gggaagatcg gtctgaaatt gagaggttaa ctgcaaaaat agaggaattc 

600 

cgtcagaaat cgctggactg ggagaagcaa cgcttgattt atcagcaaca ggtatcttca 
660 

ctggaggcac aaaggaaggc tctggctgaa caatcagaga taattcaggc tcagcttgtc 
720 

aatcggaaac agaaattaga gtctgtggaa ctttctagcc aatcagaaat tcaacactta 
780 
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agcagtaaac tggagcgggc taatgacact atctgtgcca atgagttgga aatagagcgc 
840 

ctcaccatga gggtcaatga cttggttgga accagtatga ctgtcctaca ggagcagcag 
900 

caaaaagaag aaaaattgag ggaatctgaa aaactattag aggctctgca ggaaaaaaa 
959 

<210> 4088 . . 

<211> 319 

<212> PRT 

<213> Homo sapiens 

<400> 4088 

Arg Gly Ser Leu Glu Lys Ala Leu Phe Gin Leu Leu Lys Val Trp Gly 

1 5 10 15 

Gin Trp Ala Glu Gin Thr Arg Arg Leu Gin Arg Leu Asp Val Ser Leu 

20 25 30 

Ala Val Ala Arg Val Arg Ser Ala Gly Pro Ser Cys Gin Asn Lys Gly 

35 40 45 

Asp Leu Val Met Glu Ala Leu Leu Glu Gly lie Gin Asn Arg Gly His 

50 55 60 

Gly Gly Gly Phe Leu Thr Ser Cys Glu Ala Glu Leu Gin Glu Leu Met 
65 70 75 80 

Lys Gin He Asp lie Met Val Ala His Lys Lys Ser Glu Trp Glu Gly 

85 90 95 

Arg Thr His Ala Leu Glu Thr Cys Leu Lys He Arg Glu Gin Glu Leu 

100 105 110 

Lys Ser Leu Arg Ser Gin Leu Asp Val Thr His Lys Glu Val Gly Met 

115 120 125 

Leu His Gin Gin Val Glu Glu His Glu Lys He Lys Gin Glu Met Thr 

130 135 140 

Met Glu Tyr Lys Gin Glu Leu Lys Lys Leu His Glu Glu Leu Cys He 
145 150 155 160 

Leu Lys Arg Ser Tyr Glu Lys Leu Gin Lys Lys Gin Met Arg Glu Phe 

165 170 175 

Arg Gly Asn Thr Lys Asn His Arg Glu Asp Arg Ser Glu He Glu Arg 

180 185 190 

Leu Thr Ala Lys He Glu Glu Phe Arg Gin Lys Ser Leu Asp Trp Glu 

195 200 205 

Lys Gin Arg Leu He Tyr Gin Gin Gin Val Ser Ser Leu Glu Ala Gin 

210 215 220 

Arg Lys Ala Leu Ala Glu Gin Ser Glu He He Gin Ala Gin Leu Val 
225 230 235 240 

Asn Arg Lys Gin Lys Leu Glu Ser Val Glu Leu Ser Ser Gin Ser Glu 

245 250 255 

lie Gin His Leu Ser Ser Lys Leu Glu Arg Ala Asn Asp Thr He Cys 

260 _ 265 270 

Ala Asn Glu Leu Glu lie Glu Arg Leu Thr Met Arg Val Asn Asp Leu 

275 280 285 

Val Gly Thr Ser Met Thr Val Leu Gin Glu Gin Gin Gin Lys Glu Glu 

290 • 295 300 

Lys Leu Arg Glu Ser Glu Lys Leu Leu Glu Ala Leu Gin Glu Lys 
305 310 315 
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<210> 4089 

<211> 511 

<212> DNA 

<213> Homo sapiens 

<400> 4089 

accggtctcc gcgtcttggt ggtagtggtc ccctgggccc agctgtcttt tcttttacct 
60 

ctttgtcttg cgtctttatt tctatgttct cttgtctctg cacatgggga gaaacccacc 
120 

aaccctgtgg ggctggcccc tacacagttt ttaaggggta cagggaaggg aagaaacagg 
180 

caccatgtgg ggcaggggtt ctgcttctat catatttcca ttttgttgtt ttaggagatc 
240 

cttccaactc tcactaacat tattttccag agaacaaaag aaaaactatg ctctccaaga 
300 

acatgtttcc tttgtaattt ttctgtcctc aaactttttc tggagagatg agtcatttga 
360 

cctgacattg agaataggct tgaagccctt tgagaggaca aaggagatag agtcagcatt 
420 

cctaXctcca tgctctgaag atccaagtca cttggttact gctccctggg ctgtctattt 
480 

tcactgttta tggaagatag agtacacctg t 
511 

<210> 4090 

<211> 109 

<212> PRT 

<213 > Homo sapiens 

<400> 4090 

Met Trp Gly Arg Gly Ser Ala Ser He lie Phe Pro Phe Cys Cys Phe 

1 5 10 15 

Arg Arg Ser Phe Gin Leu Ser Leu Thr Leu Phe Ser Arg Glu Gin Lys 

20 25 30 

Lys Asn Tyr Ala Leu Gin Glu His Val Ser Phe Val He Phe Leu Ser 

35 40 45 

Ser Asn Phe Phe Trp Arg Asp Glu Ser Phe Asp Leu Thr Leu Arg He 

50 55 60 

Gly Leu Lys Pro Phe Glu Arg Thr Lys Glu He Glu Ser Ala Phe Leu 
65 70 75 80 

Ser Pro Cys Ser Glu Asp Pro Ser His Leu Val Thr Ala Pro Trp Ala 

85 90 95 

Val Tyr Phe His Cys Leu Trp Lys He Glu Tyr Thr Cys 
100 105 

<210> 4091 

<211> 1526 

<212> DNA 

<213 > Homo sapiens 

<400> 4091 

cacggcggct acaccggcag cggaccgggc tttggagaac ctcgggactc aggtgctgag 
60 
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gtgcccagcg gctccggacg tgctacgggg tgcgagcgcg ggggagttcg. gggcgcacga 

caaggaaggg cccccgggag ctctatatgg aggaaggagc ccagaatggt gtgcaccagg 

aagaccaaaa ctttggtgtc cacttgcgtg atcctgagcg gcatgactaa catcatctgc 

cJgctctacg tgggctgggt caccaactac atcgccagcg tgtatgtgcg ggggcaggag : 

ccggcgcccg acaagaagct ggaggaagac aaaggggaca ctctgaagat tattgagcgg 

ctggaccacc tggagaatgt catcaagcag cacattcaag gctataggag aaatttctcc 

cttctgaatg tgtccaacta actctgttca cctgagaaat catattcccc agctctgggt 

atccctgaat aaccacagga gaacagttcc aggccctgat aagtcagcta ttgcaagggg 

gacctggctg gaagatatga aggaaaaata tcattcttga actaataagt tgagagatca 

cagccttcag gggaccagaa gggaaggctg aacagagaag ggcaatttca cgttcgccat 

gtccatattt ctatcgtcat gagccatctc accttacagg cagggaagtt ttgagcttag 

Igaatgggat gcgtcaagaa aaccgtggct cccccagctc tgttcctgga ttcagtgcct 
780 

gttgtttcat cctgtgtaga ctggagtcag ggtctacaca gttggaattc tatggaacca 
840 

agatgctgtg tggcagatgg atgtggactc caactgtgac aatccagaag gccttgggga 

cttgtttcat gaacagctcc ctgtaggatc tctgttgggg tgggggattc taggggcatc 

960 

tccgcagttt tcttctgaaa acaaaacgaa tacaagttgg gcaggtgcaa caactgtgca 

tgcagtcccc tcccagggct ggctagcagt attgttgggt accgtaagca cttagcattg 

ttaagtgagc ataagtaaca agatgcaaca gcctctggcc aagttttgaa gattttgttt 

taaagtatgc ttttagatgt tgacattcat gattattaaa aggaacaaaa ctcaatttgg 

ggtctcaaga gccacaattc tagacttcta ggatgtcagg agccatgctc ttaagcttct 

caccctgctg ttttaatgag attaatgatt attttccact gagcacctac ctgtgatgtt 

cataaaaaag tgaaataaat gactcacatg gagatttgga aggatatcac tgtggaaagt 

agatgttaac agcctctaga aatatgataa ttatcagcta tttgagatgc agtcactgta 

atgtgataac aagatgtgtt gtgcaggtag aaagcatgga gagaaatggc acaaagtaga 
1500 

gttataagaa aaaaaaaaaa aaaaaa 
1526 

<210> 4092 , 
<211> 146 
<212> PRT 
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<213> Homo sapiens 
<400> 4092 



His Gly 


Gly 


Tyr 


Thr Gly Ser Gly Pro Gly Phe 


Gly 


Glu 


Pro Arg 


Asp 


1 








5 




10 






15 




Ser 


Gly 


Ala 


Glu 


Val Pro Ser Gly Ser Gly Arg Ala Thr Gly Cys 


Glu 








20 






25 






30 




Arg Gly 


Gly 


Val 


Arg Gly Ala Arg 


Gin Gly Arg Ala 


Pro Gly Ser 


Ser 






35 






40 






45 






He 


Trp 


Arg 


Lys 


Glu Pro Arg 


Met 


Val Cys Thr 


Arg 


Lys 


Thr Lys 


Thr 




50 






55 






60 








Leu 


Val 


Ser 


Thr 


Cys Val He 


Leu 


Ser Gly Met 


Thr 


Asn 


He He 


Cys 


6 5 








70 




75 








80 


Leu 


Leu 


Tyr 


Val 


Gly Trp Val 


Thr 


Asn Tyr He 


Ala 


Ser 


Val Tyr 


Val 










85 




90 






95 




Arg 


Gly 


Gin 


Glu 


Pro Ala Pro 


Asp 


Lys Lys Leu 


Glu 


Glu 


Asp Lys 


Gly 








100 






105 






110 




Asp 


Thr 


Leu 


Lys 


He He Glu 


Arg 


Leu Asp His 


Leu 


Glu 


Asn Val 


He 






115 






120 






125 






Lys 


Gin 


His 


lie 


Gin Gly Tyr 


Arg 


Arg Asn Phe 


Ser 


Leu 


Leu Asn 


Val 




130 






135 






140 









Ser Asn 
145 

<210> 4093 
<211> 1519 
<212> DNA 

<213> Homo sapiens 
<400> 4093 

nngggccgcg gccggcagaa gggctgttag gagggaccac gcgccggggg cgcgatctct 
60 

ggcagggggc ggtgtgcagc ggaaccatgc acataggcgc ccacgccgac tacccctccc 
120 

gaggaaaaga ggccggggcg cgctgggggg tgagagcatg agggaggccg gggggggctg 
180 

cttggagcgc tgctagggag cggtgccgcc gcacacccgc ctgggcgcgg cggagggcgg 
240 

ggagcgggca ggtcgcgcct cggcgcagcg accgccggga gctgttctga tttccgacgc 
300 

gcacctaggg gcccggagca gcccccgccc cggcgcgccg ccgacatggg caacgcaggg 
360 

agcatggatt cgcagcagac cgatttcagg gcgcacaacg tgcctttgaa gctgccgatg 
420 

ccagagccag gtgaactgga ggagcgattt gccatcgtgc tgaacgctat gaacctacct 
480 

cctgacaaag ccaggttact gcggcagtat gataatgaga aaaaatggga actgatttgt 
540 

gatcaggaac gattccaggt gaagaatcct ccccatacat acattcaaaa gctcaaaggc 
600 

tatctggatc cagctgtaac caggaagaaa ttcagacggc gtgttcaaga atctacacaa 
660 

gtgctaagag aactggaaat ttctttaaga actaaccaca ttggatgggt cagagaattt 
720 
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ctgaatgaag aaaacaaagg tcttgatgtt ctagtggaat atctctcatt tgcacagtac 



780 



gcggtaactt ttgactttga aagtgtggag agtactgtgg agagctcggt ggacaaatca 



840 



aagccctgga gtaggtccat cgaggacctg cacagaggga gcaacctgcc ctcacctgtg 



900 



ggcaacagtg tctcccgctc tggaagacat tctgcactgc gatataatac attgccaagc 



960 



agaagaactc tgaaaaattc aagattagtg agtaagaaag atgatgtgca tgtctgtatc 



1020 



atgtgtttac gtgccatcat gaattatcag tatggtttca acatggtcat ' gtctcatcca 



1080 



cacgctgtca atgagattgc actaagcctg aacaacaaga atcccagaac aaaagccctt 



1140 



gtcttagaac tgttggcagc cgtttgtctt gtcagaggcg ggcatgaaat cattttatca 



1200 



gcatttgata actttaaaga ggtttgtgga gaaaaacagc gctttgagaa gttgatggaa 



1260 



catttcagga atgaagacaa taacatagat tttatggtgg cttctatgca gtttattaat 



1320 



attgtagtcc attcag-taga agatatgaat ttcagagttc acctgcagta tgaatttaec 



1380 



aaattaggcc tggacgaata cttggacaag ctgaaacaca ctgagagtga caagcttcaa 
1440 

gtccagatcc aggcttacct ggacaatgtt tttgatgtag gagctctact ggaagatgct 
1500 

gaaactaaga atgctgcag 
1519 

<210> 4094 

<211> 391 

<212> PRT 

<213> Homo sapiens 

<400> 4094 

Met Gly Asn Ala Gly Ser Met Asp Ser Gin Gin Thr Asp Phe Arg Ala 

1 5 10 15 

His Asn Val Pro Leu Lys Leu Pro Met Pro Glu Pro Gly Glu Leu Glu 

20 25 30 

Glu Arg Phe Ala He Val Leu Asn Ala Met Asn Leu Pro Pro Asp Lys 

35 40 45 

Ala Arg Leu Leu Arg Gin Tyr Asp Asn Glu Lys Lys Trp Glu Leu He 

50 55 60 

Cys Asp Gin Glu Arg Phe Gin Val Lys Asn Pro Pro His Thr Tyr lie 
65 70 75 80 

Gin Lys Leu Lys Gly Tyr Leu Asp Pro Ala Val Thr Arg Lys Lys Phe 

85 90 95 

Arg Arg Arg Val Gin Glu Ser Thr Gin Val Leu Arg Glu Leu Glu He 

100 105 HO 

Ser Leu Arg Thr Asn His lie Gly Trp Val Arg Glu Phe Leu Asn Glu 

115 120 ; 125 

Glu Asn Lys Gly Leu Asp Val Leu Val Glu Tyr Leu Ser Phe Ala Gin 

130 135 ■ ■ . ■ 140 

Tyr Ala Val Thr Phe Asp Phe Glu Ser Val Glu Ser Thr Val Glu Ser 
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145 










150 










155 










160 


Ser 


val 


Asp 


Lys 


Ser 


Lys 


Pro 


Trp 


Ser Arg 


Ser 


lie 


Glu Asp Leu His 










165 










170 










175 




Arg 


Gly 


Ser 


Asn 


Leu 


Pro^ 


Ser 


Pro 


Val 


Gly Asn 


Ser 


Val 


Ser 


Arg 


Ser 








180 










lob 










190 






Gly Arg His 


Ser 


Ala 


Leu 


Arg 


Tyr 


Asn 


1 HIT 


Leu 


Pro 


Ser 


Arg 


Arg 


Thr 






195 










200 










205 








Lsu 


Lys 


Asn 


Ser 


Arg 


Leu 


Val 


Ser 


Lys 


■ 

Lys 


Asp Asp 


Val 


His 


Val 


Cys 




210 










215 










220 










Tl ^ 

lie 


wee 


Cys 


Leu 


Arg Ala 


lie 


Met 


Asn 


Tyr 


Gin 


Tyr 


Gly Phe Asn Met 


22 5 










230 










235 










240 


Val 


Met 


Ser 


rlxS 


Pro 


His 


Ala 


va J. 


Asn 


Glu 


He 


Ala 


Leu 


Ser 


Leu 


Asn 










245 










250 










255 




Asn 


Lys 


Asn 


Pro 


Arg 


Thr 


Lys 


Ala 


Leu 


Val 


Leu 


Glu 


Leu 


Leu 


Ala 


Ala 








260 










265 










270 






Val 


Cys 


Leu 


val 


Arg Gly Gly 


His 


Glu 


He 


He 


Leu 


Ser 


Ala 


Phe 


Asp 






275 










280 










285 








Asn 


Phe 


Lys 


Glu 


Val 


Cys 


Gly 


Glu 


Lys 


Gin 


Arg 


Phe 


Glu 


Lys 


Leu 


Met 




290 










295 










300 










Glu 


His 


Phe 


Arg 


Asn 


Glu 


Asp 


Asn 


Asn 


He 


Asp 


Phe 


Met 


Val 


Ala 


Ser 


305 










310 










315 










320 


Met 


Gin 


Phe 


lie 


Asn 


He 


Val 


Val 


His 


Ser 


Val 


Glu 


Asp 


Met 


Asn 


Phe 










325 










330 










335 




Arg 


Val 


His 


Leu 


Gin 


Tyr 


Glu 


Phe 


Thr 


Lys 


Leu Gly 


Leu 


Asp 


Glu 


Tyr 








340 










345 










350 






Leu 


Asp 


Lys 


Leu 


Lys 


His 


Thr 


Glu 


Ser Asp 


Lys 


Leu 


Gin 


Val 


Gin 


He 






355 










360 










365 








Gin 


Ala 


Tyr 


Leu 


Asp 


Asn 


Val 


Phe 


Asp 


Val 


Gly Ala 


Leu 


Leu 


Glu 


Asp 




370 










375 










380 










Ala 


Glu 


Thr 


Lys 


Asn 


Ala 


Ala 




















385 










390 























<210> 4095 

<211> 253 

<212> DNA 

<213> Homo sapiens 

<400> 4095 

ccatgggggg tggggagcag gcctcagcag ggcgggttcc caaaagacag cccagagagc 
60 

agggtcagat agtggggggt gggttcagct ccactgtcca ggtgaggaaa ctgaggctga 
120 

agagagatca agtagcatcc ccagcgaaat ctgaggcctc tggaggcgcc tgtgcacgtg 
180 

tgtctggaag tgtgtgtcca ggcagcatat ctgcatgtgt gtgcctgtcc agacagcata 
240 

tctgtgcacg cgt 
253 

<210> 4096 

<211> 83 . 

<212> PRT 

<213> Homo sapiens 
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<400> 4096 



Met 


Gly Gly 


Gly 


Glu 


Gin 


Ala 


Ser 


l 






5 








Pro 


Arg Glu 


Gin 


Gly Gin 


lie 


Val 






20 










Gin 


Val Arg 


Lys 


Leu 


Arg 


Leu 


Lys 




35 










40 


Lys 


Ser Glu 


Ala 


Ser 


Gly Gly Ala 




50 








55 




Cys 


Pro Gly 


Ser 


He 


Ser 


Ala 


Cys 



65 70 
Cys Ala Arg 



<210> 4097 

<211> 1385 

<212> DNA 

<213> Homo sapiens 

<400> 4097 

tccggagccc ggagcccgga gccccgcgcg 
60 

ctgggacgcg tgccgcgcac tggcacggca 
120 

cgtgctgtcc tcacttgttc tacaatgagt 
180 

gcacctcttg atgaaaggat gctgggagct 
240 

attcctttct tggcaactgg aggtcaaggc 
300 

acaaacaaga aacccacaca ggcgtccatc 
360 

tcatttgttc ggagatcaca gtggatgctc 
420 

cctaatgggg attcggcaga gtttgatttg 
480 

gccagcacag cgtcagaaaa atgcaccttc 
540 

tacctcacgg acaggaagcc agagtttatt 
600 ' 
agcatcctcc attcagctgc tgacagcgtg 
660 

ttgaatgagc gtggagagcg attaggccga 
720 

agcgcccagc agtttgcaga aactgcgcac 
780 

actgcctatc ctggtgactc ttcttaagag 
840 

aagaattcgg gacctccgct tgcttctttt 
900 

ttgttttttc ttttcagatg ttaatgtgaa 
960 

aatgatcttg ctaataaatg ctacaatagc 
1020 



Ala Gly Arg Val Pro Lys Arg Gin 

10 15 
Gly Gly Gly Phe Ser Ser Thr Val 
25 30 
Arg Asp Gin Val Ala Ser Pro Ala 
45 

Cys Ala Arg Val Ser Gly Ser Val 
60 

Cys Leu Ser Arg Gin His He 
75 80 



gggcagcccc ccggggagga gcctcgtgct 
ggggcgcgag ccaggctgca cgattcactg 
gccaaatctg ctatcagcaa ggaaattttt 
gtccaagtca agaggaggac aaagaaaaag 
gaatatttaa cttatatctg cctgtcagtg 
acaaaggtca aacagtttga aggctccaca 
gagcagcttc gccaggttaa tggtatcgat 
ttgtttgaaa atgcttttga ccagtgggta 
ttccagatcc tccaccatac ctgccagagg 
aactgccaat ccaaaattat gggaggaaac 
accagcgcag tgcagaaggc aagccaggcc 
gcagaggaga agacagaaga cctgaagaac 
aagcttgcca tgaagcacaa atgttgagaa 
aaactgaaga gtttgttcag cagtttttac 
tttccaatat ttggacactt agagtggttt 
agaaagggtg ttgcattttt acatttccct 
atcagcttca ttttgggttt ttgcctcctc 



3282 



WO 00/58473 



PCT/US00/08621 



ccactgtgtg tatgtgtgta tatgtatgtt ttgaatatgt tttctttatt aaaaaatatt 
1080 

ttttgtagtt tgaatatgaa atttggacca aatgataaac tgcgctgagt ctaaactggc 
1140 

aacatgtatt tttttctctg atattaagca ggaaggcatt ttaatgtggt gacatcagat 
1200 

gttatttttc ctagatgaaa ataaaagtca agcagtgatt agtttcactc actgtcctag 
1260 

ctacacttaa tttgaagatt aaaattctac attgtggaaa acaattgaat ttattgggaa 
1320 

aaacagcagt cttagatttt gctccttgca tagtaatctt ttgcatgaac catcaccagc 

1380 

gttca 

1385 

<210> 4098 
<2ll> 258 
<212> PRT 

<213> Homo sapiens 
<400> 4098 

Ser Gly Ala Arg Ser Pro Glu Pro Arg Ala Gly Gin Pro Pro Gly Glu 

1 5 10 15 

Glu Pro Arg Ala Leu Gly Arg Val Pro Arg Thr Gly Thr Ala Gly Ala 

20 25 30 

Arg Ala Arg Leu His Asp Ser Leu Arg Ala Val Leu Thr Cys Ser Thr 

35 40 45 

Met Ser Ala Lys Ser Ala lie Ser Lys Glu lie Phe Ala Pro Leu Asp 

50 55 60 

Glu Arg Met Leu Gly Ala Val Gin Val Lys Arg Arg Thr Lys Lys Lys 
65 70 75 80 

lie Pro Phe Leu Ala Thr Gly Gly Gin Gly Glu Tyr Leu Thr Tyr lie 

85 90 95 

Cys Leu Ser Val Thr Asn Lys Lys Pro Thr Gin Ala Ser lie Thr Lys 

100 105 110 

Val Lys Gin Phe Glu Gly Ser Thr Ser Phe Val Arg Arg Ser Gin Trp 

115 120 125 

Met Leu Glu Gin Leu Arg Gin Val Asn Gly lie Asp Pro Asn Gly Asp 

130 135 140 

Ser Ala Glu Phe Asp Leu Leu Phe Glu Asn Ala Phe Asp Gin Trp Val 
145 150 155 160 

Ala Ser Thr Ala Ser Glu Lys Cys Thr Phe Phe Gin lie Leu His His 

165 170 175 

Thr Cys Gin Arg Tyr Leu Thr Asp Arg Lys Pro Glu Phe lie Asn Cys 

180 185 190 

Gin Ser Lys lie Met Gly Gly Asn Ser lie Leu His Ser Ala Ala Asp 

195 200 205 

Ser Val Thr Ser Ala Val Gin Lys Ala Ser Gin Ala Leu Asn Glu Arg 

210 215 220 

Gly Glu Arg Leu Gly Arg Ala Glu Glu Lys Thr Glu Asp Leu Lys Asn 
225 230 235 240 

Ser Ala Gin Gin Phe Ala Glu Thr Ala His Lys Leu Ala Met Lys His 
245 250 255 

Lys Cys 
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<210> 4099 . 
<211> 511 
<212> DNA 

< 2 13 > Homo sapiens 
<400> 4099 

aocggtggat atagaagtac aggaatctcc aaggcaaatg tcaaaaaaaa aaataagcaa 
60 

attagggaaa ggttttctgt gaaattacct tctgattgta gccacatgaa acacatcaac 
120 

ttaaacaata aaaaattgta taatggaatt ggatcagggg gttcccaaaa cccccttcac 
180 

tgaggtttgg caattcactg agaaggactc acaggactca gcagatagtc atacttgggg 
240 

ctttgattta ttacatttaa tacagcaaaa agacacaaag caacatttga gaaaggaaaa 
3 00 

ggtgcatgtg tcaaagtctg gaggaagcca ggcacaagct acaggagtca tctcctgtgt 
360 

agctagcagg atatgcttaa ttcccccagc ctcaaatttt gacgacacat gtgcaatgtt 
420 

gtctacctta ccagagtttc attagaggct cagcacccat gttttcgatg gaggctagtc 
480 

acataggcaa cctctcctct ccctcacgcg t 
511 

<210> 4100 
<211> 100 
<212> PRT 

<213> Homo sapiens 
<400> 4100 

Met Glu Leu Asp Gin Gly Val Pro Lys Thr Pro Phe Thr Glu Val Trp 

1 5 10 15 

Gin Phe Thr Glu Lys Asp Ser Gin Asp Ser Ala Asp Ser His Thr Trp 

■ 20 25 30 

Gly Phe Asp Leu Leu His Leu He Gin Gin Lys Asp Thr Lys Gin His 

35 40 45 

Leu Arg Lys Glu Lys Val His Val Ser Lys Ser Gly Gly Ser Gin Ala 

50 55 60 

Gin Ala Thr Gly Val lie Ser Cys Val Ala Ser Arg He Cys Leu He 
65 70 75 80 

Pro Pro Ala Ser Asn Phe.Asp Asp Thr Cys Ala Met Leu Ser Thr Leu 
85 90 95 

Pro Glu Phe His 
100 

<210> 4101 
<211> 536 
<212> DNA 

<213> Homo sapiens 
<400> 4101 
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tttttttttt tttttttttt tttttttttt tttttgagga accccagaaa tgtgtttatt 
60 

aagttggact cgtattgctg tgtggggtcc cagtgcacgc gtgtgcaccc gctacaagat 
120 

ccaggaaaga tggcacacgg cagacgacga caggaaggac acctgctccc cacccttccc 
180 

gggaccccgc catgtgcaaa - attcgagctg gggtctgcag ctgcttggag agacccaggg 
240 

cctcttgctc cacagcctgc aaggtctgag caggcaacgg ccctggggcg gtgaggcccc 
300 

cgcctggtca ctccccgcgc cccccatgca ggcagtggag gggaggacac gcaggaggac 
360 

cagacgctaa aggtgtaaac gggcagccgt ggcactcctc acctctcaat aaataagata 
420 

aataactaaa taaataaaca actaaataaa gacatgaagg aatggatgca gagacgtgaa 
480 . 

cggatggcgc aggacgtccc tggtgggggc cacggtcccc ttaaggcatg tgggag 
536 

<210> 4102 

<211> 106 

<212> PRT 

<213> Homo sapiens 

<400> 4102 

Met Cys Leu Leu Ser Trp Thr Arg lie Ala Val Trp Gly Pro Ser Ala 

1 5 10 15 

Arg Val Cys Thr Arg Tyr Lys lie Gin Glu Arg Trp His Thr Ala Asp 

20 25 30 

Asp Asp Arg Lys Asp Thr Cys Ser Pro Pro Phe Pro Gly Pro Arg His 

35 40 45 

Val Gln.Asn Ser Ser Trp Gly Leu Gin Leu Leu Gly Glu Thr Gin Gly 

50 55 60 

Leu Leu Leu His Ser Leu Gin Gly Leu Ser Arg Gin Arg Pro Trp Gly 

65 70- 75 80 

Gly Glu Ala Pro Ala Trp Ser Leu Pro Ala Pro Pro Met Gin Ala Val 

85 90 95 

Glu Gly Arg Thr Arg Arg Arg Thr Arg Arg 
100 105 

<210> 4103 
<211> 3040 
<212> DNA . 
<213> Homo sapiens 

<400> 4103 

ncggccgcgt tccccacaga ggacagcagg acttccaagg agagcatgtc ggaggctgat 
60 

cgcgcccaga agatggacgg ggagtccgag gaggagcagg agtccgtgga caccggggag 
120 

gaggaggaag gcggtgacga gtctgacctg agttcggaat ccagcattaa gaagaaatct 
180 

caagaggaaa ggaaagaccg acagtccctg gataagccag ccaggaaaag gaggcggaga 
240 * 
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agtagaaaga agcccagcgg tgccctcggt tctgagtcgt ataagtcatc tgcaggaagc 
300 

gctgagcaga cggcaccagg agacagcaca gggtacatgg aagtttctct ggactccctg 
360 

gatctccgag tcaaaggaat tctgtcttca caagcagaag ggttggccaa cggtccagat 
420 > 

gtgctggaga cagacggcct ccaggaagtg cctctctgca gctgccggat ggaaacaccg 
480 

aagagtcgag agatcaccac actggccaac aaccagtgca tggctacaga gagcgtggac 
540 

catgaattgg gccggtgcac aaacagcgtg gtcaagtatg agctgatgcg cccctccaac 
600 

aaggccccgc tcctcgtgct gtgtgaagac caccggggcc gcatggtgaa gcaccagtgc 
660 

tgtcctggct gtggctactt ctgcacagcg ggtaatttta tggagtgtca gcccgagagc 
720 

agcatctctc accgtttcca caaagactgt gcctctcgag tcaataacgc cagctattgt 
780 

ccccactgtg gggaggagag ctccaaggcc aaagaggtga cgatagctaa agcagacacc 
840 

acctcgaccg tgacaccagt ccccgggcag gagaagggct cggccnctgg aggcagggcc 
900cgggcagtgc tnngccgggc caccactctc ggaggacgac aagctgcagg 960 
gtgcagcctc ccacgntgcc cgagggcttt gatccaacgg gacctgctgg gcttgggagg 
1020 

ccaactcccg gcctttccca gggaccaggg aaggaaacct tggagagcgc tctcatcgcc 
1080 

ctcgactcgg aaaaacccaa gaagcttcgc ttccacccaa agcagctgta cttctccgcc 
1140 

aggcaagggg agcttcagaa ggtgctcctc atgctggtgg acggaattga ccccaacttc 
1200 

aaaatggagc accagaataa gcgctctcca ctgcacgccg cggcagaggc tggacacgtg 
1260 

gacatctgcc acatgctggt tcaggcgggc gctaatattg acacctgctc agaagaccag 
1320 

aggaccccgt tgatggaagc agccgaaaac aaccatctgg aagcagtgaa gtacctcatc 
1380 

aaggctgggg ccctggtgga tcccaaggac gcagagggct ctacgtgttt gcacctggct 
1440 

gccaagaaag gccactacga agtggtccag tacctgcttt caaatggacg gatggacgtc 
1500 

aactgtcagg atgacggagg ctggacaccc atgatctggg ccacagagta caagcacgtg 
1560 

gacctcgtga agctgctgct gtccaagggc tctgacatca acatccgaga caacgaggag 
1620 

aacatttgcc tgcactgggc ggcgttctcc ggctgcgtgg acatagccga gatcctgctg^ 
1680 

gctgccaagt gcgacctcca cgccgtgaac atccacggag actcgccact gcacattgcc 
1740 

gcccgggaga accgctacga ctgtgtcgtc ctctttcttt ctcgggattc agatgtcacc 
1800 , 
ttaaagaaca aggaaggaga gacgcccctg cagtgtgcga gcctcaactc tcaggtgtgg 

1860 

agcgctctgc agatgagcaa ggctctgcag gactcggccc ccgacaggcc cagccccgtg 
1920 
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gagaggatag tgagcaggga catcgctcga ggctacgagc gcatccccat cccctgtgtc 
1980 

aacgccgtgg acagcgagcc atgccccagc aactacaagt acgtctctca gaactgcgtg 
2040 

acgtccccca tgaacatcga cagaaatatc actcatctgc agtactgcgt gtgcatcgac 
2100 

gactgctcct ccagcaactg catgtgcggc cagctcagca tgcgctgctg gtacgacaag 
2160 • 
gatggccggc tcctgccaga gttcaacatg gcggagcctc ccttgatctt cgaatgcaac 
2220 

cacgcgtgct cctgctggag gaactgccga aatcgcgtcg tacagaatgg tctcagggca 
2280 

aggctgcagc tctaccggac gcgggacatg ggctggggcg tgcggtccct gcaggacatc 
2340 

ccaccaggca cctttgtctg cgagtatgtt ggggagctga tttcagactc agaagccgac 
2400 

gttcgagagg aagattctta cctctttgat ctcgacaata aggacgggga ggtttactgc 
2460 

atcgacgcgc ggttctacgg gaacgtcagc cggttcatca accaccactg cgagcccaac 
2520 

ctggtgcccg tgcgcgtgtt catggcccac caggacctgc ggttcccccg gatcgccttc 
2580 

ttcagcaccc gcctgatcga ggccggcgag cagctcgggt ttgactatgg agagcgcttc 
2640 

tgggacatca aaggcaagct cttcagctgc cgctgcggct cccccaagtg ccggcactcg 
2700 

agcgcggccc tggcccagcg tcaggccagc gcggcccagg aggcccagga ggacggcttg 
2760 

cccgacacca gctccgcggc tgccgcgacc ccctatgaga cgccgccggc cagcggggcg 
2820 

ctcgggagcc agggaccgcc gcgtcgccga ttagaggacg aggaggagag attccgcacg 
2880 

caaccgaaag ggtccttcgg ggctgcgccg ccggcttcct ggaggggtcg gaggtgaggc 
2940 

tgcagcccct gcgggcgggt gtggatgcct cccagccacc ttcccaaacc tgcggcctca 
3000 

ccgcgggccc agtgcccagg ctggagcgca cactttggtg 
3040 

<210> 4104 

<211> 978 

<212> PRT 

<213> Homo sapiens 

<400> 4104 

Xaa Ala Ala Phe Pro Thr Glu Asp Ser Arg Thr Ser Lys Glu Ser Met 

1 5 10 15 

Ser Glu Ala Asp Arg Ala Gin Lys Met Asp Gly Glu Ser Glu Glu Glu 

20 25 30 

Gin Glu Ser Val Asp Thr Gly Glu Glu Glu Glu Gly Gly Asp Glu Ser 

35 40 45 

Asp Leu Ser Ser Glu Ser Ser lie Lys Lys Lys Ser Gin Glu Glu Arg 

50 55 60 

Lys Asp Arg Gin Ser Leu Asp Lys Pro Ala Arg Lys Arg Arg Arg Arg 
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65 70 75 80 

Ser Arg Lys Lys Pro Ser Gly Ala Leu Gly Ser Glu Ser Tyr Lys Ser 

85 90 95 

Ser Ala Gly Ser Ala Glu Gin Thr Ala Pro Gly Asp Ser Thr Gly Tyr 

100 105 110 

Met Glu Val Ser Leu Asp Ser Leu Asp Leu Arg Val Lys Gly lie Leu 

115 120 125 

Ser Ser Gin Ala Glu Gly Leu Ala Asn Gly Pro Asp Val Leu Glu Thr 

130 - 135 140 

Asp Gly Leu Gin Glu Val Pro Leu Cys Ser Cys Arg Met Glu Thr Pro 
145 150 155 160 

Lys Ser Arg Glu lie Thr Thr Leu Ala Asn Asn Gin Cys Met Ala Thr 

165 170 175 

Glu Ser Val Asp His Glu Leu Gly Arg Cys Thr Asn Ser Val Val Lys 

180 185 190 

Tyr Glu Leu Met Arg Pro Ser Asn Lys Ala Pro Leu Leu Val Leu Cys 

195 200 205 

Glu Asp His Arg Gly Arg Met Val Lys His Gin Cys Cys Pro Gly Cys 

210 215 220 

Gly Tyr Phe Cys Thr Ala Gly Asn Phe Met Glu Cys Gin Pro Glu Ser 
225 230 235 240 

Ser lie Ser His Arg Phe His Lys Asp Cys Ala Ser Arg Val Asn Asn 

245 250 255 

Ala Ser Tyr Cys Pro His Cys Gly Glu Glu Ser Ser Lys Ala Lys Glu 

260 265 270 

Val Thr lie Ala Lys Ala Asp Thr Thr Ser Thr Val Thr Pro Val Pro 

275 280 285 

Gly Gin Glu Lys Gly Ser Ala.Xaa Gly Gly Arg Ala Asp Thr Thr Thr 

290 295 300 

Gly Ser Ala Xaa Pro Gly His His Ser Arg Arg Thr Thr Ser Cys Arg 
305 310 315 320 

Val Gin Pro Pro Thr Xaa Pro Glu Gly Phe Asp Pro Thr Gly Pro Ala 

325 330 335 

Gly Leu Gly Arg Pro Thr Pro Gly Leu Ser Gin Gly Pro Gly Lys Glu 

340 345 350 

Thr Leu Glu Ser Ala Leu lie Ala Leu Asp Ser Glu Lys Pro Lys Lys 

355 360 365 

Leu Arg Phe His Pro Lys Gin Leu Tyr Phe Ser Ala Arg Gin Gly Glu 

370 375 380 

Leu Gin Lys Val Leu Leu Met Leu Val Asp Gly He Asp Pro Asn Phe 
385 390 395 " 400 

Lys Met Glu His Gin Asn Lys Arg Ser Pro Leu His Ala Ala Ala Glu 

405 410 415 

Ala Gly His Val Asp lie Cys His Met Leu Val Gin Ala Gly Ala Asn 

420 425 430 

He Asp Thr Cys Ser Glu Asp Gin Arg Thr Pro Leu Met Glu Ala Ala 

435 440 445 

Glu Asn Asn His Leu Glu Ala Val Lys Tyr Leu lie Lys Ala Gly Ala 

450 455 460 

Leu Val Asp Pro Lys Asp Ala Glu Gly Ser Thr Cys Leu His Leu Ala 
465 470 475 480 

Ala Lys Lys Gly His Tyr Glu Val Val Gin Tyr Leu Leu Ser Asn Gly 

485 490 495 

Arg Met Asp Val Asn Cys Gin Asp Asp Gly Gly Trp Thr Pro Met He 
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500 505 510 

Trp Ala Thr Glu Tyr Lys His Val Asp Leu Val Lys Leu Leu Leu Ser 

515 520 52 5 

Lys Gly Ser Asp lie Asn lie Arg Asp Asn Glu Glu Asn lie Cys Leu 

530 535 540 

His Trp Ala Ala Phe Ser Gly Cys Val Asp lie Ala Glu lie Leu Leu 
545 550 555 560 

Ala Ala Lys Cys Asp Leu His Ala Val Asn lie His Gly Asp Ser Pro 

565 570 575 

Leu His lie Ala Ala Arg Glu Asn Arg Tyr Asp Cys Val Val Leu Phe 

580 585 590 

Leu Ser Arg Asp Ser Asp Val Thr Leu Lys Asn Lys Glu Gly Glu Thr 

595 600 605 

Pro Leu Gin Cys Ala Ser Leu Asn Ser Gin Val Trp Ser Ala Leu Gin 

610 615 620 

Met Ser Lys Ala Leu Gin Asp Ser Ala Pro Asp Arg Pro Ser Pro Val 
625 630 635 640 

Glu Arg lie Val Ser Arg Asp lie Ala Arg Gly Tyr Glu Arg lie Pro 

645 650 655 

lie Pro Cys Val Asn Ala Val Asp Ser Glu Pro Cys Pro Ser Asn Tyr 

660 665 670 

Lys Tyr Val Ser Gin Asn Cys Val Thr Ser Pro Met Asn lie Asp Arg 

675 680 685 

Asn lie Thr His Leu Gin Tyr Cys Val Cys lie Asp Asp Cys Ser Ser 

690 695 700 

Ser Asn Cys Met Cys Gly Gin Leu Ser Met Arg Cys Trp Tyr Asp Lys 
705 710 715 720 

Asp Gly Arg Leu Leu Pro Glu Phe Asn Met Ala Glu Pro Pro Leu lie 

725 730 735 

Phe Glu Cys Asn His Ala Cys Ser Cys Trp Arg Asn Cys Arg Asn Arg 

740 745 750 

Val Val Gin Asn Gly Leu Arg Ala Arg Leu Gin Leu Tyr Arg Thr Arg 

755 760 765 

Asp Met Gly Trp Gly Val Arg Ser Leu Gin Asp lie Pro Pro Gly Thr 

770 775 780 

Phe Val Cys Glu Tyr Val Gly Glu Leu lie Ser Asp Ser Glu Ala Asp 
785 790 795 800 

Val Arg Glu Glu Asp Ser Tyr Leu Phe Asp Leu Asp Asn Lys Asp Gly 

805 810 815 

Glu Val Tyr Cys lie Asp Ala Arg Phe Tyr Gly Asn Val Ser Arg Phe 

820 825 830 . 

lie Asn His His Cys Glu Pro Asn Leu Val Pro Val Arg Val Phe Met 

835. 840 845 

Ala His Gin Asp Leu Arg Phe Pro Arg lie Ala Phe Phe Ser Thr Arg 

850 855 860 

Leu lie Glu Ala Gly Glu Gin Leu Gly Phe Asp Tyr Gly Glu Arg Phe 
865 870 875 880 

Trp Asp lie Lys Gly Lys Leu Phe Ser Cys Arg Cys Gly Ser Pro Lys 

885 890 895 

Cys Arg His Ser Ser Ala Ala Leu Ala Gin Arg Gin Ala Ser Ala Ala 

900 905 910 

Gin Glu Ala Gin Glu Asp Gly Leu Pro Asp Thr Ser Ser Ala Ala Ala 

915 920 925 

Ala Thr Pro Tyr Glu Thr Pro Pro Ala Ser Gly Ala Leu Gly Ser Gin 
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Gly Pro Pro Arg Arg Arg Leu Glu Asp Glu Glu Glu Arg Phe Arg Thr 

345 950 955 _ 

Tin Pro Lys Gly Ser Phe Gly Ala Ala Pro Pro Ala Ser Trp Arg Gly 



965 ?™ 975 



Arg Arg 



<210> 4105 

<211> 775 

<212> DNA 

<213> Homo sapiens 

ncccgggcgt ctcccatcaa ctccccagcc agaggtactc ' catctcccaa gaggatgccc 
tcaggtcgtg ggggacggga ccgcttcacc gctgagtcct acacagttct gggggacacg 
"gatcgacg gcggggagca ttactgggag gtgcgctacg agccggacag caaggcgttc 
ggcgtgggcg tggcctaccg cagcctgggc cgcttcgagc aactgggcaa gacggccgcc 
tcctggtgcc tgcactcaac aattggctgc aggtcagctt cacggaagca cgccaacaag 
gtcaaggtgc tggacgcccc cgtgcccgac tgcctgggtg tgcactgtga cttccaccaa 
ggcctcctgt ccttctacaa tgcccgcacc aaacaagtgc tgcacacttt caagaccagg 
ttcacacagc cgctgctgcc tgctttcacg gtatggtgtg gcagcttcca ggtgacgaca 
ggcctgcagg tccccagtgc tgtgcgctgc ctgcaaaagc gaggcagtgc taccagcagc 
tccaacacca gcctcaccta ggcccccagg cacccaccca gctggggtgt ttttggggga 
gtcgccgcca agcccaggct gctggagcca ggcaccctcc tctgtcactt gctgcttgga 
gccttaactc cagatggggg ggtcaccaag agggagtggg ■ caccctggcg ggccctctcc 
ccacctcacc tcttaataaa ggtcagacac tggccaggca aaaaaaaaaa aaata 



<210> 4106 

<211> 186 

<212> PRT 

<213> Homo sapiens 

iaa^rgTla Ser Pro lie A.* Ser Pro Ala Arg Gly Thr Pro Ser Pro 

5 10 15 

Lys Arg Met Pro Ser Gly Arg Gly Gly Arg Asp Arg Phe Thr Ala Glu 

25 30 
Ser Tyr Thr 111 Leu Gly Asp Thr Leu lie Asp Gly Gly Glu His Tyr 

35 40 45 

Trp Glu Val Arg Tyr Glu Pro Asp Ser Lys Ala Phe Gly Val Gly Val 
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50 55 60 

Ala Tyr Arg Ser Leu Gly Arg Phe Glu Gin Leu Gly Lys Thr Ala Ala 
65 70 75 80 

Ser Trp Cys Leu His Ser Thr lie Gly Cys Arg Ser Ala Ser Arg Lys 

85 90 95 

His Ala Asn Lys Val Lys Val Leu Asp Ala Pro Val Pro Asp Cys Leu 

100 105 110 

Gly Val His Cys Asp Phe His Gin Gly Leu Leu Ser Phe Tyr Asn Ala 

115 12 0 125 

Arg Thr Lys Gin Val Leu His Thr Phe Lys Thr Arg Phe Thr Gin Pro 

130 135 140 

Leu Leu Pro Ala Phe Thr Val Trp Cys Gly Ser Phe Gin Val Thr Thr 
145 150 155 160 

Gly Leu Gin Val Pro Ser Ala Val Arg Cys Leu Gin Lys Arg Gly Ser 

165 170 175 

Ala Thr Ser Ser Ser Asn Thr Ser Leu Thr 
180 . . 185 

<210> 4107 
<211> 1442 
<212> DNA 

<213> Homo sapiens 
<400> 4107 

ngcacgaggc ggtgccgggg gcggggcgcg gcggctgtca gctgactgtg gcggcggcgg 
60 

cctcgaggtg acaacttgtc tccgtcgcag gctccggcgg gggcgcagga ggtcgcccgg 
120 

cgcgtcactg tcgggtcggc gagccacggg ggccgccgca gcaccatggc gaccaccgtc 
180 

agcactcagc gcgggccggt gtacatcggt gagctcccgc aggacttcct ccgcatcacg 
240 

cccacacagc agcagcggca ggtccagctg gacgcccagg cgcccagcag ctgcagtacg 
300 

gaggcgcagg gcaccgtggg ccgactgaac atcacggtgg tacaggcaaa gttggccaag 
360 

aattacggca tgacccgcat ggacccctac tgccgactgc goctgggcta cgcggtgtac 
420 

gagacgccca cggcacacaa tggcgccaag aatccccgct ggaataaggt catccactgc 
480 

acggtgcccc caggcgtgga ctctttctat ctcgagatct tcgatgagag agccttctcc 
540 

atggacgacc gcattgcctg gacccacatc accatcccgg agtccctgag gcagggcaag 
600 

gtggaggaca agtggtacag cctgagcggg aggcaggggg acgacaagga gggcatgatc 
660 

aacctcgtca tgtcctacgc gctgcttcca gctgccatgg tgatgccacc ccagcccgtg 
720 

gtcctgatgc caacagtgta ccagcagggc gttggctatg tgcccatcac agggatgccc 
780 

gctgtctgta gccccggcat ggtgcccgtg gccctgcccc cggccgccgt gaacgcccag 
840 

ccccgctgta gcgaggagga cctgaaagcc atccaggaca tgttccccaa catggaccag 
900 
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gaggtgatcc gctccgtgct ggaagcccag cgagggaaca aggatgccgc catcaactcc 
960 

ctgctgcaga tgggggagga gccatagagc ctctgcctcg atgccgtttt gcccccgctc 
1020 

tttggacacg ccgacccggc gctccccaag gaatgctgtc ccaacaagat tcccgtgaaa 
1080 

gagcacccgt gtcgccccct cccgtggact tctgtgccgc cccgtccaca cctgttcttg 
1140 

ggtgcatgtg ggttttcggt tcctggcggt ccaggacggg gcgggggctc ccctcccatc 
1200 

tcgtgctggg aggtctcagc gcgctctcct gtccctggga cgtgcgtctc tccttctcat 
1260 

gccgttctgg aaaatgctct tgctgtagag agcagctgct tctgccaggg tgttggaggt 
1320 

ggtggagcgc cttccgattc cattcatggc attttgtgat gtgatgtaat tggaatagag 



1380 

ctgttgattt aaggcacaca caaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 

1440 

aa 

1442 

<210> 4108 

<211> 273 

<212> PRT 

<213> Homo sapiens 

<4O0> 4108 

Met Ala Thr Thr Val Ser Thr Gin Arg Gly Pro Val Tyr He Gly Glu 

1 5 10 15 

Leu Pro Gin Asp Phe Leu Arg lie Thr Pro Thr Gin Gin Gin Arg Gin 

20 25 30 

Val Gin Leu Asp Ala Gin Ala Pro Ser Ser Cys Ser Thr Glu Ala Gin 

35 40 45 

Gly Thr Val Gly Arg Leu Asn He Thr Val Val Gin Ala Lys Leu Ala 

50 55 60 

Lys Asn Tyr Gly Met Thr Arg Met Asp Pro Tyr Cys Arg Leu Arg- Leu 
65 70 75 80 

Gly Tyr Ala Val Tyr Glu Thr Pro Thr Ala His_ Asn Gly Ala Lys Asn 

85 90 95 

Pro Arg Trp Asn Lys Val lie His Cys Thr Val Pro Pro Gly Val Asp 

100 105 HO 

Ser Phe Tyr Leu Glu lie Phe Asp Glu Arg Ala Phe Ser Met Asp Asp 

115 120 125 

Arg He Ala Trp Thr His He Thr lie Pro Glu Ser Leu Arg Gin Gly 

130 135 140 

Lys Val Glu Asp Lys Trp Tyr Ser Leu Ser Gly Arg Gin Gly Asp Asp 
145 150 155 160 

Lys Glu Gly Met He Asn Leu Val Met Ser Tyr Ala Leu Leu Pro Ala 

165 170 175 

Ala Met Val Met Pro Pro Gin Pro Val Val Leu Met Pro Thr Val Tyr 

180 185 190 

Gin Gin Gly Val Gly Tyr Val Pro He Thr Gly Met Pro Ala Val Cys 

195 200 205 

Ser Pro Gly Met Val Pro Val Ala Leu Pro Pro Ala Ala Val Asn Ala 
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210 215 220 

Gin Pro Arg Cys Ser Glu Glu Asp Leu Lys Ala lie Gin Asp Met Phe 
225 230 235 240 

Pro Asn Met Asp Gin Glu Val He Arg Ser Val Leu Glu Ala Gin Arg 

245 250 255 

Gly Asn Lys Asp Ala Ala He Asn Ser Leu Leu Gin Met Gly Glu Glu 
260 265 . 270 

Pro 



<210> 4109 
<211> 1637 
<212> DNA 

<213> Homo sapiens 
<400> 4109 

gctgccctga agctacatgg gaagtgtgat 
60 

ggcttggaga tccccgccta tagcaggtgg 
120 

ctgcgtgctg gtgaagaagg cagccacagt 
180 

ctgcggggga aggtccggga gctggccagc 
240 

tacacaggcg cgggaatcag cacggcagcg 
300 

gtgtggacac tgcttcagaa agggagaagc 
360 

ccaaccctca cccacatgag catcacccgt 
420 

gtgtctcaga actgtgacgg gctccacctg 
480 

gagctccacg ggaacatgta cattgaagtc 
540 

gtgcgggtgt tcgatgtgac ggagcgcact 
600 

tgccacaagt gtgggaccca gctgcgggac 
660 

ttggggcagc ctctgaactg ggaagcggcg 
720 

ctgtgtctag ggtccagcct gaaggttcta 
780 

aagccccctg ccggcggccg actttacatc 
840 

tgggctgc cc tgaagctaca tgggaagtgt 
900 

ctgggcttgg agatccccgc ctatagcagg 
960 

cccctgcgtg ctggtgaaga aggcagccac 
1020 

gaggccccgc ctggggaccg gggtgcaccg 
1080 

tttggcaggg gctgcacaaa acgcacaaaa 
1140 



gacgtcatgc ggctcctcat ggccgagctg 
caggatccca ttttctcact ggcgactccc 
cggaagtcgc tgtgcagaag cagagaggag 
gccgtccgga acgccaaata cttggtcgtc 
tctatcccag actaccgggg ccctaatgga 
gttagtgctg ccgacctgag cgaggccgag 
ctgcatgagc agaagctggt gcagcatgtg 
aggagtgggc tgccgcgcac ggccatctcc 
tgtacctcct gcgttcccaa cagggagtac 
gccctccaca gacaccagac aggccggacc 
accattgtgc actttgggga gagggggacg 
acegaggctg ccagcagagc agacaccatc 
aagaagtacc cacgcctctg gtgcatgacc 
gtgaacctgc agtggacccc gaaggatgac 
gatgacgtca tgcggctcct catggccgag 
tggcaggatc ccattttctc actggcgact 
agtcggaagt cgctgtgcag aagcagagag 
cttagctcgg cccccatcct agggggctgg 
aggaagaaag tgacgtaatc acgtgctcga 
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tgaagaacag ttggcacttt gcagatggcc agtgtcacgg tgaaggctgg gttgccccca 
1200 

cgggtctagg gagaacgaac tctttgggga tgacattttc accgtgacat ttttagccat 
1260 

ttgtccttga ggaagcccct tgcactgctg cggttgtacc ctgatacggc ctggccatcg 
1320 

aggacacctg cccatccggc ctctgtgtca agaggtggca gccgcacctt tctgtgagaa 
1380 

cggaactcgg gttatttcag ccccggcctg cagagtggaa gcgcccagcg gcctttcctc 
1440 

gctcaccagg ccagtctcag ggcctcaccg tatttctact actacttaat gaaaaagtgt 
1500 > 

gaactttata gaatcctctc tgtactggat gtgcggcaga ggggtggctc cgagcctcgg 
1560 

ctctatgcag acctttttat ttctattaaa cgtttctgca ctggcaaaaa aaaaaaaaaa 
1620 

aaaaaaaaaa aaaaaaa 
1637 

<210> 4110 
<211> 375 
<212> PRT 

<213> Homo sapiens 
<400> 4110 

Ala Ala Leu Lys Leu His Gly Lys Cys Asp Asp Val Met Arg Leu Leu 

1 5 10 15 

Met Ala Glu Leu Gly Leu Glu lie Pro Ala Tyr Ser Arg Trp Gin Asp 

20 25 30 

Pro lie Phe Ser Leu Ala Thr Pro Leu Arg Ala Gly Glu Glu Gly Ser 

35 40 45 

His Ser Arg Lys Ser Leu Cys Arg Ser Arg Glu Glu Leu Arg Gly Lys 

50 55 60 

Val Arg Glu Leu Ala Ser Ala Val Arg Asn Ala Lys Tyr Leu Val Val 
65 70 75 80 

Tyr Thr Gly Ala Gly He Ser Thr Ala Ala Ser He Pro Asp Tyr Arg 

85 90 95 

Gly Pro Asn Gly Val Trp Thr Leu Leu Gin Lys Gly Arg Ser Val Ser 

100 105 HO 

Ala Ala Asp Leu Ser Glu Ala Glu Pro Thr Leu Thr His Met Ser He 

115 120 125 

Thr Arg Leu His Glu Gin Lys Leu Val Gin His Val Val Ser Gin Asn 

130 135 140 

Cys Asp Gly Leu His Leu Arg Ser Gly Leu Pro Arg Thr Ala He Ser 
145 150 155 160 

Glu Leu His Gly Asn Met Tyr lie Glu Val Cys Thr Ser Cys Val Pro 

165 170 175 

Asn Arg Glu Tyr Val Arg Val Phe Asp Val Thr Glu Arg Thr Ala Leu 

180 185 190 

His Arg His Gin Thr Gly Arg Thr Cys His Lys Cys Gly Thr Gin Leu 

195 200 205 

Arg Asp Thr He Val His Phe Gly Glu Arg Gly Thr Leu Gly Gin Pro 

210 215 220 

Leu Asn Trp Glu Ala Ala Thr 'blu Ala Ala Ser Arg Ala Asp Thr He 



3294 



WO 00/58473 



PCT/LS00/08621 



225 








230 






235 










*i a n 


Leu 


Cys 


Leu Gly 


Ser 


Ser 


Leu 


Lys 


Val Leu Lys 


Lys 


Tyr 


Pro 


Arg 


Leu 






245 








250 








zoo 




Trp 


Cys 


Met Thr 


Lys 


Pro 


Pro 


Ala 


Gly Gly Arg 


Leu 


Tyr 


x re 


v d X 


Asn 


260 










265 






£, 1 \J 






Leu 


Gin 


Trp Thr 


Pro 


Lys 


Asp 


Asp 


Trp Ala Ala 


Leu 


Lys 


Leu 


His 


Gly 






275 








280 






285 








Lys 


Cys 


Asp Asp 


Val 


Met 


Arg 


Leu 


Leu Met Ala 


Glu 


Leu 


Gly 


Leu 


Glu 




290 








295 






300 










He 


Pro 


Ala Tyr 


Ser 


Arg 


Trp 


Gin 


Asp Pro He 


Phe 


Ser 


Leu 


Ala 


Thr 


305 








310 






315 










320 


Pro 


Leu Arg Ala Gly 


Glu Glu Gly 


Ser His Ser 


Arg 


Lys 


Ser 


Leu 


Cys 








325 








330 








335 




Arg 


Ser 


Arg Glu 


Glu 


Ala 


Pro 


Pro 


Gly Asp Arg Gly Ala 


Pro 


Leu 


Ser 




340 










345 






350 






Ser 


Ala 


Pro He 


Leu 


Gly Gly Trp 


Phe Gly Arg Gly Cys 


Thr 


Lys 


Arg 






355 








360 






365 








Thr 


Lys 


Arg Lys 


Lys 


Val 


Thr 

















370 375 



<210> 4111 

<211> 2599 ' 

<212> DNA 

<213> Homo sapiens 

<400> 4111 

nccttgtagt tctcaccagg cttgtggaac ttaagggcct ccccccggag ctgctccatc 
60 

agagacaggg tctggtcagc agtctcgcca ttctccacca catccttttt agtttccggt- 
120 

gtctctgcaa tggcggctct agactccctg tcgctcttca ctagcctcgg cctgagcgag 
180 

cagaaggccc gcgagacgct caagaactcg gctctgagcg cgcagctgcg cgaggccgct 
240 

actcaggctc agcagaccct gggttccacc attgacaaag ctaccgggat cctgttatat 
300 

ggcttggcct cccgactcag ggatacccgg cgtctctcct tccttgtaag ctacatagcc 
360 

agtaagaaga tccacactga gccccagcta agcgctgccc ttgagtatgt gcggagtcac 
420 

cccttggacc ccatcgacac tgtggacttc gagcgggaat gtggcgtggg tgtcattgtg 
480 

accccagagc agattgagga ggctgtggag gctgctatta acaggcaccg gccccagctc 
540 

ctggtggaac gttaccattt caacatgggg ctgctgatgg gagaggctcg ggctgtgctg 
600 

aagtgggcag atggcaaaat gatcaagaat gaagtggaca tgcaggtcct ccaccttctg 
660 

ggccccaagt tggaggctga tctggagaag aagttcaagg tggcaaaagc tcggctagaa 
720 

gaaacagacc ggaggacggc aaaggatgtg gtggagaatg gcgagactgc tgaccagacc 
780 

ctgtctctga tggagcagct ccggggggag gcccttaagt tccacaagcc tggtgagaac 
840 
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tacaagaccc caggctatgt ggtcactcca cacaccatga atctactaaa gcagcacctg 



900 



gagattactg gtgggcaggt acgtacccgg ttcccgccag aacccaatgg aatcctgcat 



960 

attggacatg ccaaagccat caatttcaac tttggctatg ccaaggccaa caatggcatc 
1020 

tgttttctgc gttttgatga caccaaccct gagaaggagg aagcaaagtt cttcacggcc 
1080 

atctgtgaca tggtagcctg gctaggctac acaccttaca aagtcacata tgcgtctgac 
1140 

tattttgacc agctatatgc. gtgggctgtg gagctcatcc gcaggggtct ggcttatgtg 
1200 

tgccaccagc gaggagagga gctcaaaggc cataatactc tgccttcacc ctggagagac 
1260 

cgtcccatgg aggagtcact gctgctcttt gaggcaatgc gcaagggcaa gttttcagag 
1320 

ggcgaggcca cactacggat gaagctggtg atggaggatg gcaagatgga ccctgtagcc 
1380 

tatcgagtca agtatacacc acaccaccgc acaggggaca aatggtgcat ctatcccacc 
1440 

tacgactaca cacactgcct ctgtgactcc atcgagcaca tcactcactc actctgcacc 

1500 ^ ^ 

aaggaattcc aggcccgacg ctcttcctac ttctggcttt gcaatgcact ggacgtctat 

1560 

tgccctgtgc agtgggagta tggccgcctc aacctgcact atgctgttgt ctctaagagg 
1620 

aagatcctcc agcttgtagc aactggtgct gtgcgggact gggatgaccc acggctcttt 
1680 

acactcacgg ccctgcgacg gcggggcttc ccacctgagg ccatcaacaa cttctgtgcc 
1740 

cgggtgggag tgactgtggc acaaaccaca atggagccac atcttctaga agcctgtgtg 

1800 ^ 
cgtgatgtgc tgaatgacac agccccacga gccatggctg tgctggagtc actacgggtc 

1860 ^ 
atcatcacca actttcctgc tgccaagtcc ttggacatcc aggtgcccaa cttcccagct 

1920 ^ 
gatgagacca aaggcttcca tcaggttccc tttgcaccca ttgtcttcat tgagaggact 

1980 

gacttcaagg aggagccaga gccaggattt aagcgcctgg cttggggcca gcctgtgggc 
2040 

ctgaggcata ■ caggctacgt cattgagctg cagcatgttg tcaagggccc cagtggttgt 
2100 

gtagagagtc tggaggtgac ctgcagacgg gcagatgctg gagagaagcc aaaggccttt 
2160 

attcactggg tgtcacagcc tttgatgtgt gaggttcgcc tctatgagcg actattccag 
2220 

cacaagaacc ctgaagatcc tactgaggtg cctggtggat ttttaagtga cctgaacctg 
2280 

gcatcactac acgtggtgga tgcagcatta gtggactgct ctgtggccct ggcaaaaccc 
2340 

ttcgacaagt tccagtttga gcgtcttgga tatttctccg tggatccaga cagccatcag 
2400 

ggaaagcttg tctttaaccg aactgtcaca ctgaaggaag acccaggaaa ggtgtgagct 
2460 



3296 



WO 00/58473 PCT/US00/08621 



ggaagcactg aacctacctc atcctcctgg agggtgtggc taccctcgcc accccaaatt 
2S20 

ccatgtcaat aaagaacagc taaattcaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
2580 

aaaaaaaaag atctttaat 
2599 

<210> 4112 
<211> 775 
<212> PRT 

<213> Homo sapiens . 
<400> 4112 

Met Ala Ala Leu Asp Ser Leu Ser Leu Phe Thr Ser Leu Gly Leu Ser 

1 5 10 15 

Glu Gin Lys Ala Arg Glu Thr Leu Lys Asn Ser Ala Leu Ser Ala Gin 

20 25 30 

Leu Arg Glu Ala Ala Thr Gin Ala Gin Gin Thr Leu Gly Ser Thr lie 

35 40 45 

Asp Lys Ala Thr Gly lie Leu Leu Tyr Gly Leu Ala Ser Arg Leu Arg - 

50 55 J 60 

Asp Thr Arg Arg Leu Ser Phe Leu Val Ser Tyr lie Ala Ser Lys Lys 
65 70 75 80 

He His Thr Glu Pro Gin Leu Ser Ala Ala Leu Glu Tyr Val Arg Ser 

85 90 95 

His Pro Leu Asp Pro lie Asp Thr Val Asp Phe Glu Arg Glu Cys Gly 

100 105 110 

Val Gly Val He Val Thr Pro Glu Gin lie Glu Glu Ala Val Glu Ala 

115 120 125 

Ala He Asn Arg His Arg Pro Gin Leu Leu Val Glu Arg Tyr His Phe 

130 135 140 

Asn Met Gly Leu Leu Met Gly Glu Ala Arg Ala Val Leu Lys Trp Ala 
145 150 155 160 

Asp Gly Lys Met lie Lys Asn Glu Val Asp Met Gin Val Leu His Leu 

165 170 175 

Leu Gly Pro Lys Leu Glu Ala Asp Leu Glu Lys Lys Phe Lys Val Ala 

180 185 190 

Lys Ala Arg Leu Glu Glu Thr Asp Arg Arg Thr Ala Lys Asp Val Val 

195 200 205 

Glu Asn Gly Glu Thr Ala Asp Gin Thr Leu Ser Leu Met Glu Gin Leu 

210 215 220 

Arg Gly Glu Ala Leu Lys Phe His Lys Pro Gly Glu Asn Tyr Lys Thr 
225 230 235 240 

Pro Gly Tyr Val Val Thr Pro His Thr Met Asn Leu Leu Lys Gin His 

245 250 255 

Leu Glu He Thr Gly Gly Gin Val Arg Thr Arg Phe Pro Pro Glu Pro 

260 265 270 

Asn Gly He Leu His He Gly His Ala Lys Ala He Asn Phe Asn Phe 

275 280 285 

Gly Tyr Ala Lys Ala Asn Asn Gly He Cys Phe Leu Arg Phe Asp Asp 

290 295 300 

Thr Asn Pro Glu Lys Glu Glu Ala Lys Phe Phe Thr Ala He Cys Asp 
305 310 315 320 

Met Val Ala Trp Leu Gly Tyr Thr Pro Tyr Lys Val Thr Tyr Ala Ser 
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325 330 335 

Asp Tyr Phe Asp Gin Leu Tyr Ala Trp Ala Val Glu Leu lie Arg Arg 

340 345 , 350 

Gly Leu Ala Tyr Val Cys His Gin Arg Gly Glu Glu Leu Lys Gly His 

355 360 365 

Asn Thr Leu Pro Ser Pro Trp Arg Asp Arg Pro Met Glu Glu Ser Leu 

370 375 380 

Leu Leu Phe Glu Ala Met Arg Lys Gly Lys Phe Ser Glu Gly Glu Ala 
385 390 395 400 

Thr Leu Arg Met Lys Leu Val Met Glu Asp Gly Lys Met Asp Pro Val 

405 410 415 

Ala Tyr Arg Val Lys Tyr Thr Pro His His Arg Thr Gly Asp Lys Trp 

420 425 430 

Cys lie Tyr Pro Thr Tyr Asp Tyr Thr His Cys Leu Cys Asp Ser lie 

435 440 445 

Glu His lie Thr His Ser Leu Cys Thr Lys Glu Phe Gin Ala Arg Arg 

450 455 460 

Ser Ser Tyr Phe Trp Leu Cys Asn Ala Leu Asp Val Tyr Cys Pro Val 
465 470 475 480 

Gin Trp Glu Tyr Gly Arg Leu Asn Leu His Tyr Ala Val Val Ser Lys 

485 490 495 

Arg Lys lie Leu Gin Leu Val Ala Thr Gly Ala Val Arg Asp Trp Asp 

500 505 510 

Asp Pro Arg Leu Phe Thr Leu Thr Ala Leu Arg Arg Arg Gly Phe Pro 

515 520 525 

Pro Glu Ala lie Asn Asn Phe Cys Ala Arg Val Gly Val Thr Val Ala 

530 ; 535 540 

Gin Thr Thr Met Glu Pro His Leu Leu Glu Ala Cys Val Arg Asp Val 
545 550 555 560 

Leu Asn Asp Thr Ala Pro Arg Ala Met Ala Val Leu Glu Ser Leu Arg 

565 570 575 

Val lie lie Thr Asn Phe Pro Ala Ala Lys Ser Leu Asp lie Gin Val 

580 585 590 

Pro Asn Phe Pro Ala Asp Glu Thr Lys Gly Phe His Gin Val Pro Phe 

595 600 605 

Ala Pro lie Val Phe lie Glu Arg Thr Asp Phe Lys Glu Glu Pro Glu 

610 615 620 

Pro Gly Phe Lys Arg Leu Ala Trp Gly Gin Pro Val Gly Leu Arg His 
625 630 635 640 

Thr Gly Tyr Val lie Glu Leu Gin His Val Val Lys Gly Pro Ser Gly 

645 650 655 

Cys Val Glu Ser Leu Glu Val Thr Cys Arg Arg Ala Asp Ala Gly Glu 

660 665 670 

Lys Pro Lys Ala Phe He His Trp Val Ser Gin Pro Leu Met Cys Glu 

675 680 685 

Val Arg Leu Tyr Glu Arg Leu Phe Gin His Lys Asn Pro Glu Asp Pro 

690 695 700 

Thr Glu Val Pro Gly Gly Phe Leu Ser Asp Leu Asn Leu Ala Ser Leu 
. 705 710 715 720 

' His Val Val Asp Ala Ala Leu Val Asp Cys Ser Val Ala Leu Ala Lys 
725 730 735 

Pro Phe Asp Lys Phe Gin Phe Glu Arg Leu Gly Tyr Phe Ser Val Asp 

740 745 750 

Pro Asp Ser His Gin Gly Lys Leu Val Phe Asn Arg Thr Val Thr Leu 
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755 

Lys Glu Asp Pro Gly Lys Val 
770 775 



760 



765 



<210> 4113 
<211> 1894 
<212> DNA 
<213> Homo 



sapiens 



<400> 4113 



cgccctgtga 



gggacaagcg 



tttgccgtag gggttgaaaa gaattggggt gcagtagttc 



60 

gctccccaga agggaccccc cagaaaatcc ggcagctgat agatgagggg attgccccgg 
120 

taagagggag gcgtggacgc gaaggacacg tctgccacat cccagtcagt taatggatca 
180 

ccccaagcgg aacaaccttc attggaatct acaagcaaag aagccttctt tagcagagtg 
240 

gaaacatttt cttctttgaa atgggcgggt aagccctttg agctgtctcc actcgtctgt 
300 

gcaaaatatg gctgggtcac agtggaatgt gatatgctca agtgctctag ctgtcaagct 
360 

tttctctgtg ccagtttaca accagctttt gactttgaca gatataagca acgatgtgct 
420 

gagctgaaga aagccttgtg tactgcccat gagaagttct gtttctggcc agacagccca 
480 

tccccagacc gatttgggat gttgcccctg gatgagcctg ctattcttgt tagtgaattc 
540 

ctagatcgtt ttcaaagcct ttgtcacttg gacctccagc ttccttccct aaggccggag 
600 

gacttgaaaa ctatgtgctt gacagaagac aagatcagtc ttctcctaca cttgcttgaa 
660 

gatgaacttg atcaccgaac tgatgagaga aaaactacaa tcaaattagg ctcagacatc 
720 

caagtccacg tcactgcctg tattctctct ' gtgtgtggct gggcgtgtag ttcctctttg 
780 

gaatccatgc agctctccct gatagcatgt tcgcaatgta tgaggaaggt ggggctctgg 
840 

ggcttccagc agattgaatc gtccatgact gacctggatg catcctttgg cctgaccagc 
900 

tccccaatcc caggccttga ggggcgacca gagcgcttac ctctggtgcc tgaatctcct 
960 

cggaggatga tgacccggag ccaggatgcc actttctccc caggctcaga gcaggctgaa 
1020 

aagagccctg gtcccattgt ctctcgaact cggagctggg actcttccag tcctgttgac 
1080 

cgtcctgagc cagaggctgc tagccccacc accagaactc gcccagtgac ccgaagcatg 
1140 

ggaacaggag acacccctgg cctggaggta ccatctagcn cctctgcgga aagccaagcg 
1200 

agctcgctct gctcctccag cagttcggac acatcttccc gaagcttctt tgatcccacc 
1260 

tctcagcata gagactggtg cccttgggtg aatatcacac ttggcaaaga aagcagggag 
1320 



3299 



PCT/US00/08621 



aatggtggaa ctgaaccaga tgccagcgcc ccagcagagc caggctggaa agcagtgctg 
1380 

accatcctct tggcgcacaa acagtctagc cagccagctg aaacggactc catgagtctc 
1440 

tctgagaaat caaggaaagt attccgaata tttcggcagt gggaatctct gtgctcatgc 
1500 

tgaagatact ccagcgcctt cctggagata gctggaatga gagtgacttt ttgaaaaatt 
1560 

aaggctgagt tcctttcggt cagctgacac taagtttttc ctgttctggg ttaatcataa 
1620 

ggagccccct gccatagcaa aggcagtgag tgtcaactat ctgcatctgg ctgagagaga 
1680 

cccgtttcct ttcagggatg tggacagggt aagggcagca agcatggttc tgttaaagga 
1740 

gtgtggggtt aacagactag aaggaagact aaggacctga ccacccattt cagcatcttc 
1800 

aatgtggagc agtgttctga ggactcttct atcctaggac tatgacagtg tgtattaata 
1860 

aaatatttgc taagaaaaaa aaaaaaaaaa aaaa 
1894 

<210> 4114 

<211> 389 

<212> PRT 

<213> Homo sapiens 

<400> 4114 

Met Leu Lys Cys Ser Ser Cys Gin Ala Phe Leu Cys Ala Ser Leu Gin 

1 5 10 15 

Pro Ala Phe Asp Phe Asp Arg Tyr Lys Gin Arg Cys Ala Glu Leu Lys 

20 25 30 

Lys Ala Leu Cys Thr Ala His Glu Lys Phe Cys Phe Trp Pro Asp Ser 

35 40 .45 

Pro Ser Pro Asp Arg Phe Gly Met Leu Pro Leu Asp Glu Pro Ala lie 

50 55 60 

Leu Val Ser Glu Phe Leu Asp Arg Phe Gin Ser Leu Cys His Leu Asp 
65 70 75 80 

Leu Gin Leu Pro Ser Leu Arg Pro Glu Asp Leu Lys Thr Met Cys Leu 

85 90 95 

Thr Glu Asp Lys lie Ser Leu Leu Leu His Leu Leu Glu Asp Glu Leu 

100 105 HO 

Asp His Arg Thr Asp Glu Arg Lys Thr Thr He Lys Leu Gly Ser Asp 

115 120 125 

He Gin Val His Val Thr Ala Cys He Leu Ser Val Cys Gly Trp Ala 

130 135 140 

Cys Ser Ser Ser Leu Glu Ser Met Gin Leu Ser Leu He Ala Cys Ser 
145 150 155 160 

Gin Cys Met Arg Lys Val Gly Leu Trp Gly Phe Gin Gin He Glu Ser 

165 170 175 

Ser Met Thr Asp Leu Asp Ala Ser Phe Gly Leu Thr Ser Ser Pro lie 

180 185 190 

Pro Gly Leu Glu Gly Arg Pro Glu Arg Leu Pro Leu Val Pro Glu Ser 

195 200 205 

Pro Arg Arg Met Met Thr Arg Ser Gin Asp Ala Thr Phe Ser Pro Gly 
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210 215 220 

Ser Glu Gin Ala Glu Lys Ser Pro Gly Pro lie Val Ser Arg Thr Arg 
225 230 235 240 

Ser Trp Asp Ser Ser Ser Pro Val Asp Arg Pro Glu Pro Glu Ala Ala 

245 250 255 

Ser Pro Thr Thr Arg Thr Arg Pro Val Thr Arg Ser Met Gly Thr Gly 

260 265 270 

Asp Thr Pro Gly Leu Glu Val Pro Ser Ser Xaa Ser Ala Glu Ser Gin 

275 280 285 

Ala Ser Ser Leu Cys Ser Ser Ser Ser Ser Asp Thr Ser Ser Arg Ser 

290 295 300 

Phe Phe Asp Pro Thr Ser Gin His Arg Asp Trp Cys Pro Trp Val Asn 
305 310 315 320 

lie Thr Leu Gly Lys Glu Ser Arg Glu Asn Gly Gly Thr Glu Pro Asp 

325 330 335 

Ala Ser Ala Pro Ala Glu Pro Gly Trp Lys Ala Val Leu Thr lie Leu 

340 345 350 

Leu Ala His Lys Gin Ser Ser Gin Pro Ala Glu Thr Asp Ser Met Ser 

355 360 365 

Leu Ser Glu Lys Ser Arg Lys Val Phe Arg lie Phe Arg Gin Trp Glu 

370 375 380 

Ser Leu Cys Ser Cys 
385 

<210> 4115 
<211> 1056 
<212> DNA 

<213> Homo sapiens 
<400> 4115 

ccaaatccag ttttcatatt taaagcgaat gagccccctc ctctcagtgg gaaagatgag 
60 

ctgaagcttt actccctcga tagtgttggg aaaagaaatc agacaaaaat ctaaggaagg 
120 

accaaatatt gtacagagtg tgccagtagg cttttgcaac tggactgaaa atacctgcct 
180 

tttctctcca caggggaaag tggaagttga agctgggaaa gaaggtatga agtttgaagc 
240 

gagcgccttc tcatactatg gcgtgatggc cctgacagcc tctccaggtg aaaataagtc 
300 

ccctcctcgc ccatgtggct tgaatcactc agactctctc agtcgaagcg accggattga 
360 

cgccgtcaca ccaacactgg ggagcagcaa taaccagctc aattcttcgc tcctccaagt 
420 

ctacatcccc gattactcgg tgcgagccct ttcggatctg cagtttgtta agatctcaag 
480 

acagcaatac caaaatgcct tgatggcatc ccggatggac aaaacccccc agtcttcaga 
540 

cagtgaaaac actaaaatcg aattgactct tacggagctg catgacgggt tgccagacga 
600 

gacagccaac ctgctcaacg aacagaactg tgtgacgcac agtaaggcca accacagcct 
660 

gcacaacgaa ggcgccatct aggccgcgct ggctgcaccc gcccaggccc gcacccgccc 
720 
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agtcccgagg gcccggccct gtctgcccat gacttcactg gtgtgagctt gtccgccatg 



780 



ctgtaccctg caacatcctg agaccaaaga ccttgtgccc ttcccaggag ccgcggagga 



840 



ggacagtgag ggaggaatgg aaacgagaga tgtgaagttg gcagccgggg catggcgttc 



900 



aagattttgg agatgaactg attccgccca aatagaatca tgtttatttt ttcagctctc 
960 

ccttttatca ttattcacac tcctctgccc tcgatttgca tgaagttgaa aattgttgcg 
1020 

atttattttt tcaagagatc atgtttttaa agtgtc 
1056 

<210> 4116 

<211> 151 

<212> PRT 

<213> Homo sapiens 

<400> 4116 

Met Lys Phe Glu Ala Ser Ala Phe Ser Tyr Tyr Gly Val Met Ala Leu 

1 5 10 15 

Thr Ala Ser Pro Gly Glu Asn Lys Ser Pro Pro Arg Pro Cys Gly Leu 

20 25 30 

Asn His Ser Asp Ser Leu Ser Arg Ser Asp Arg lie Asp Ala Val Thr 

35 40 45 

Pro Thr Leu Gly Ser Ser Asn Asn Gin Leu Asn Ser Ser Leu Leu Gin 

50 55 60 

Val Tyr He Pro Asp Tyr Ser Val Arg Ala Leu Ser Asp Leu Gin Phe 
65 70 . 75 80 

Val Lys He Ser Arg Gin Gin Tyr Gin Asn Ala Leu Met Ala Ser Arg 

85 90 95 

Met Asp Lys Thr Pro Gin Ser Ser Asp Ser Glu Asn Thr Lys He Glu 

100 105 HO 

Leu Thr Leu Thr Glu Leu His Asp Gly Leu Pro Asp Glu Thr Ala Asn 

115 120 125 

Leu Leu Asn Glu Gin Asn Cys Val Thr His Ser Lys Ala Asn His Ser 

130 135 140 

Leu His Asn Glu Gly Ala He 
145 150 

<210> 4117 

<211> 973 

<212> DNA 

<213> Homo sapiens 



<400> 4117 

nnagaccgcg ttgtcgtctc 
60 

ggctgccaga ggctccccag 
120 

tgggtctcct gggcaccact 
180 

tggcactggt gcttcccggc 
240 



tccgggggag tgagggctga 
gcaccggtcc ctgcaggcat 
cagagctctg tgcctgtggg 
tctggggcag tccgggggct 



aggggtggct cctgcagtcc 
ttggcactag ggaaggttcc 
tccaacaagt ccagagctgt 
gcaagtggaa acccaggggc 
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cctgcctggc tggggactaa gcagtgtcca gagtgggggc agggagaaca gagggcttga 
300 

ggagggaggc agaggcctgt cagtgggtac cctcctccct cccatgcaca tctaggtccc 
360 

caggcacagc ctgctgtaca agcacacgac tggcctgggt gtgggcgttg gcctcagcca 
420 

cctggaggca tcttggagtg ggagaggtgt gttggttgcc caaggccagc cagacctgcg 
480 

tcaccgtcac cgggagaagc taccccgccc ccttcttcag ggatctccgc agtgaagcct 
540 

cctctaagga gtcctaggac tctcccttta gagttgggga caggggggtg tgtttgtgct 
600 

ggcctgggtc caaatactcc agggtgtcag ctccatcccc ctgctgtcct ctgtccccag 
660 

gggctgggaa gacaccaacg gctgtgaaca aactcgctga tttcttcacc aagacggtga 

720 , 

ggcggaggca ctggctgcaa aagtccaccc cctctagacc tctgcaacca cagaatcccc 
780 

agcccaaagg cctttgctgg tttgagttga attcagtgtg gactgaagga aaaacatatc 
840 

tattcacacc tcagagtgac catccgagct cctggtgact ggaaaaaaga aatgggtcac 
900 

cctttggcct gcgaggactg ggcgggaggc cccagcccag gcgacacagg agcttccacc 
960 

tcccttcacg cgt 
973 

<210> 4118 
<211> 128 
<212> PRT 
<213> Homo sapiens 

<400> 4118 
Gly Gly Arg Gin Arg 

1 5 
His Leu Gly Pro Gin 
20 

Gly Cys Gly Arg Trp 
35 

Arg Cys Val Gly Cys 
50 

Gly Glu Ala Thr Pro 
65 

Pro Leu Arg Ser Pro 
85 

Cys Val Cys Ala Gly 
100 

Pro Pro Ala Val Leu 
115 

<210> 4119 
<211> 649 
<212> DNA 
<213> Homo sapiens 



Pro Val Ser Gly Tyr Pro Pro Pro Ser His Ala 

10 15 
Ala Gin Pro Ala Val Gin Ala His Asp Trp Pro 

25 30 
Pro Gin Pro Pro Gly Gly lie Leu Glu Trp Glu 

40 45 
Pro Arg Pro Ala Arg Pro Ala Ser Pro Ser Pro 

55 60 
Pro Pro Ser Ser Gly lie Ser Ala Val Lys Pro 
70 75 80 

Arg Thr Leu Pro Leu Glu Leu Gly Thr Gly Gly 

90 95 
Leu Gly Pro Asn Thr Pro Gly Cys Gin Leu His 

105 HO 
Cys Pro Gin Gly Leu Gly Arg His Gin Arg Leu 
120 125 
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<400> 4119 ' 
nnagatctcc aacctctgac aagttgtcat ggcaaagtcc taagaaggat catggcaatt 

Igggtggctc tccatgtccc atgacgaaac ccaaacactg aatgttgtgc aatcataaaa 

accaattttc tgaactacaa aaatgatcga accataaaaa tcaggaacac ctctggttcc 
180 

agtcagacta aagatcagag gatccctggt cgtccagcct tccaacatcc ctgaccttct 

glagtctaag atctctagct gggatgtgct tcttctcctt tcttcttact gtaacacctc 
300 

ttcctacaga gctctggcct ctctacatgg attgggaacc agatgttgtc cctgagcagc 

ctcccaccgt gggctgtcac cctgctggca tgcatcctcg tgtccattgt cactgagttt 

gtgagcaacc cagcaaccat caccatcttc ctgcccatcc tgtgcagcct ggtgagtaat 

gcggagctcc cagacatcca gacaggctgt cccaggggcc tggagtggca ggcctggctc 

agggcagctt ccgtagctgt aggctctcct ctggttactg cccacagcct tcactaattg 
600 

gtgttcaatt cctactttga aaaatgaagt ttttcaaata gcaactagt 
649 

<210> 4120 
<211> 100 
<212> PRT 

<213> Homo sapiens 
<400> 4120 

His Leu Phe Leu Gin Ser Ser Gly Leu Ser Thr Trp lie Gly Asn Gin 

1 5 10 15 

Met Leu Ser Leu Ser Ser Leu Pro Pro Trp Ala Val Thr Leu Leu Ala 

20 25 30 

Cvs He Leu Val Ser He Val Thr Glu Phe Val Ser Asn Pro Ala Thr 

35 40 45 

He Thr He Phe Leu Pro lie Leu Cys Ser Leu val Ser Asn Ala Glu 

50 55 60 

Leu Pro Asp He Gin Thr Gly Cys Pro Arg Gly Leu Glu Trp Gin Ala 
65 70 75 80 

Trp Leu Arg Ala Ala Ser Val Ala Val Gly Ser Pro Leu Val Thr Ala 
85 90 95 

His Ser Leu His 
100 

<210> 4121 
<211> 2490 
<212> DNA 

<213> Homo sapiens - 
<400> 4121 

cgggccaggg gctgcgcggg cccttgcggc cgggcagtct ttctggcctt cgggctaggg 
60 
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ctgggcctca 
120 

atccaggcaa 
180 

ttgcagggct 
240 

gctgctgtgt 
300 

accgggttgc 
360 

gctccggggg 
420 

tcctccagcg 
480 

gccttggctg 
540 

ctagcccctc 
600 

ctgccagggg 
660 

ctgggccatg 
720 

tacctttgtg 
780 

gaaggcgtgg 
840 

atccttgtgg 
900 

tgcctggctg 
960 

ggcggaaacg 
1020 

gtgattgact 
1080 

gggcttgtca 
1140 

gaggctcagc 
1200 

gcactgctcc 
1260 ^ 
catctaagcc 
1320 

gttggctggc 
1380 

tgttgtgtgg 
1440 

tgccaggcag 
1500 

ctggtgaatt 
1560 

ggtgggagtc 
1620 

cttggcaaat 
1680 



tcgaggaaaa 
tttttaccca 
ttcggctgga 
atgaagccac 
ttccagggag 
cccctgcctt 
aagccatctt 

gggagtatgg 

accccaacat 
ccctggtcga 
gccggacgct 
tgaacacacc 
accatctggt 
agctggaccc 
atgagagcat 
gctgtctgat 
acagcaaggc 
atcccttcta 
tacctgcact 
agcgagaggc 
tctggggtga 
tcctccaaca 
aaacaaaaat 
ccctcctcct 
actaaaagaa 
aggagacaag 
ggaagaactt 



acaggcggag 
gaaaagcaag 
ggagtatctg 
catgcctaca 
aggcccaggt 
ccccttggcc 
gaacacaatg 
agcagtcact 
catccgggtt 
ctaccctgat 
gttcctcgtt 
cagcccccgc 
tcaacagggc 
agacggctgc 
cggcctgcag 
ggccccagag 
tgatgcctgg 
cggccagggc 
gcccgagtca 
cagcaagaga 
acatattcta 
atcggccgcc 
gaagatgctc 
ctgctcatgg 
cttggcatcc 
acagcgcaga 
gagtgagagt 



agccggcggg 
ccggggcctg 
atagggcagt 
ttgccccaga 
accagtgcac 
atcaagatga 
agccaggagc 
tacagaaaat 
ctccgcgcct 
gtgctgccct 
atgaagaact 
ctcgccgcca 
atcgcgcaca 
ccctggctgg 
ttgcccttca 
gtgtccacgg 
gcagtgggag 
aaggcccacc 
gtgcctccag 
ccatctgccc 
gccctgaaga 
actttgttgg 
tttctggcta 
agggcagccc 
tctgtgtcgt 
gagggctggt 
tcagtctgca 



cggtctcggc 
acccgttgga 
ccattggtaa 
acctggaggt 
caggagaagg 
tgtggaacat 
tggtcccagc 
ccaagagagg 
tcacctcttc 
cacgcctcca 
atccctgtac 
tgatgctgct 
gagacctgaa 
tgatcgcaga 
gcagctggta 
cccgtcctgg 
ccatcgccta 
ttgaaagccg 
acgtgagaca 
gagtagccgc 
atctgaagtt 
ccaacaggct 
acctggagtg 
tgtgatgtcc 
gatggtctgt 
tagccggaaa 
gtcctgtgct 



ctgtcaggag 
cacgagacgc 
gggctgcagt 
gacaaagagc 
gcaggagcga 
ctcggcaggt 
gagccgagtg 
tcccaagcaa 
cgtgccgctg 
ccctgaaggc 
cctgcgccag 
gcagctgctg 
atccgacaac 
ttttggctgc 
cgtggatcgg 
ccccagggca 
tgaaatcttc 
cagctaccaa 
gttggtgagg 
aaatgtgctt 
agacaagatg 
cacagagaag 
tgaaacgctc 
ctgcatggag 
gaatggtgag 
aggcctcggg 
cacagacatc 
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tgaaaagtga atggccaagc tggtctagta gatgaggctg gactgaggag gggtaggcct 
1740 

gcatccacag agaggatcca ggccaaggca ctggctgtca gtggcagagt ttggctgtga 
1800 

cctttgcccc taacacgagg aactcgtttg aagggggcag cgtagcatgt ctgatttgcc 
1860 

acctggatga aggcagacat caacatgggt cagcacgttc agttacggga gtgggaaatt 
1920 

acatgaggcc tgggcctctg cgttcccaag ctgtgcgttc tggaccagct actgaattat 
1980 

taatctcact tagcgaaagt gacggatgag cagtaagtaa gtaagtgtgg ggatttaaac 
2040 

ttgagggtgt ccctcctgac tagcctctct tacaggaatt gtgaaatatt aaatgcaaat 
2100 

ttacaactgc agatgacgta tgtgccttga actgaatatt tggctttaag aatgattctt 
2160 

cttatactct gaaggtgaga atattttgtg ggcaggtatc aacattgggg aagagagaga 
2220 

tttcatgtct aactaactaa ctttatacat gatttttagg aagctattgc ctaaatcagc 
2280 

gtcaacatgc agtaaaggtt gtcttcaact gagctgttct agttttctct tacccagcac 
2340 

tgtcatctag attttccatt tcagtgattc ccacccctcg gtctactagc aacaacaact 
2400 

ttcttgtatc ctttgaggag acgttaggga gaaccatcat ttcacagtta aaagaaagac 
2460 

agtccagtcc taggcaaaat ttcatgaagc 
2490 

<210> 4122 
<211> 494 
<212> PRT 

<213> Homo sapiens 
<400> 4122 

Arg Ala Arg Gly Cys Ala Gly Pro Cys Gly Arg Ala Val Phe Leu Ala 

1 5 10 15 

Phe Gly Leu Gly Leu Gly Leu lie Glu Glu Lys Gin Ala Glu Ser Arg 

20 25 30 

Arg Ala Val Ser Ala Cys Gin Glu lie Gin Ala lie Phe Thr Gin Lys 

35 40 45 

Ser Lys Pro Gly Pro Asp Pro Leu Asp Thr Arg Arg Leu Gin Gly Phe 

50 55 60 

Arg Leu Glu Glu Tyr Leu lie Gly Gin Ser He Gly Lys Gly Cys Ser 
65 70 75 80 

Ala Ala Val Tyr Glu Ala Thr Met Pro Thr Leu Pro Gin Asn Leu Glu 

85 90 95 

Val Thr Lys Ser Thr Gly Leu Leu Pro Gly Arg Gly Pro Gly Thr Ser 

100 105 HO 

Ala Pro Gly Glu Gly Gin Glu Arg Ala Pro Gly Ala Pro Ala Phe Pro 

115 120 125 

Leu Ala He Lys Met Met Trp Asn He Ser Ala Gly Ser Ser Ser Glu 

130 135 140 

Ala lie Leu Asn Thr Met Ser Gin Glu Leu Val Pro Ala Ser Arg Val 
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145 150 155 160 

Ala Leu Ala Gly Glu Tyr Gly Ala Val Thr Tyr Arg Lys Ser Lys Arg . 

165 170 175 

Gly Pro Lys Gin Leu Ala Pro His Pro Asn lie lie Arg Val Leu Arg 

180 185 190 

Ala Phe Thr Ser Ser Val Pro Leu Leu Pro Gly Ala Leu Val Asp Tyr 

195 200 205 

Pro Asp Val Leu Pro Ser Arg Leu His Pro Glu Gly Leu Gly His Gly 

210 215 220 

Arg Thr Leu Phe Leu Val Met Lys Asn Tyr Pro Cys Thr Leu Arg Gin 
225 230 235 240 

Tyr Leu Cys Val Asn Thr Pro Ser Pro Arg Leu Ala Ala Met Met Leu 

245 250 255 

Leu Gin Leu Leu Glu Gly Val Asp His Leu Val Gin Gin Gly lie Ala 

260 265 270 

His Arg Asp Leu Lys Ser Asp Asn He Leu Val Glu Leu Asp Pro Asp 

275 280 285 

Gly Cys Pro Trp. Leu Val He Ala Asp Phe Gly Cys Cys Leu Ala Asp 

290 295 300 

Glu Ser He Gly Leu Gin Leu Pro Phe Ser Ser Trp Tyr Val Asp Arg 
305 310 315 320 

Gly Gly Asn Gly Cys Leu Met Ala Pro Glu Val Ser Thr Ala Arg Pro 

325 330 335 

Gly Pro Arg Ala Val He Asp Tyr Ser Lys Ala Asp Ala Trp Ala Val 

340 345 350 

Gly Ala He Ala Tyr Glu He Phe Gly Leu Val Asn Pro Phe Tyr Gly 

355 360 365 

Gin Gly Lys Ala His Leu Glu Ser Arg Ser Tyr Gin Glu Ala Gin Leu 

370 " 375 380 

Pro Ala Leu Pro Glu Ser Val Pro Pro Asp Val Arg Gin Leu Val Arg 
385 390 395 400 

Ala Leu Leu Gin Arg Glu Ala Ser Lys Arg Pro Ser Ala Arg Val Ala 

405 410 415 

Ala Asn Val Leu His Leu Ser Leu Trp Gly Glu His He Leu Ala Leu 

420 425 430 

Lys Asn Leu Lys Leu Asp Lys Met Val Gly Trp Leu Leu Gin Gin Ser 

435 440 445 

Ala Ala Thr Leu Leu Ala Asn Arg Leu Thr Glu Lys Cys Cys Val Glu 

450 455 460 

Thr Lys Met Lys Met Leu Phe Leu Ala Asn Leu Glu Cys Glu Thr Leu 
465 470 475 480 

Cys Gin Ala Ala Leu Leu Leu Cys Ser Trp Arg Ala Ala Leu 
485 490 

<210> 4123 

<211> 1095 

<212> DNA 

<213> Homo sapiens 

<400> 4123 

ctaagcactc caccttgccg aaatgcgcgg cccagtgcac gggcgtccag ccatagaagg 
60 

agtcctcaga ggccaggtgg gcgtggggtg tctgctgcag cagcgagcag agcgtggcca 
120 
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ggtccccgtc gcggcaggcg cggtgcagcg ggaaacggag cgagagcagc tcctcgctgg 
180 , 

agaagcccgc ctctacgccc gcgctccgct cggcagcctg tgggacgccg ccgcagcgct 
240 

aatctcgttc ctttgtgctg cggcggcggc ttctcgagtc ctccccgacg cgtcctctag 

300 .. 

gccagcgagc cccgcgctct ccggtgacgg accatgtcgg cggcgggagc gggcgcgggc 
360 

gtagaggcgg gcttctccag cgaggagctg ctctcgctcc gtttcccgct gcaccgcgcc 
420 

tgccgcgacg gggacctggc cacgctctgc tcgctgctgc agcagacacc ccacgcccac 
480 

ctggcctctg aggactcctt ctatggctgg acgcccgtgc actgggccgc gcatttcggc 
540 

aagttggagt gcttagtgca gttggtgaga gcgggagcca cactcaacgt ctccaccaca 
600 

cggtacgcgc agacgccagc ccacattgca gcctttgggg gacatcctca gtgcctggtc 
660 

tggctgattc aagcaggagc caacattaac aaaccggatt gtgagggtga aactcccatt 
720 

cacaaggcag ctcgctctgg gagcctagaa tgcatcagtg cccttgtggc gaatggggct 
780 

cacgtcgatt cacagcacta acaaaatgga tgcggttttc acccttaaat gttgagtgta 
840 

agctatagag ctataataac caaaataacc aatatcagct tttttttttt accttgttat 
900 

gaataattca tgaaaattaa ttataaacca cattattcta atcagaaatg tgaacattta 
960 

gacttcggag gaaattaaac ccacaaaact agtttaaccc tttggtttcc atttcattgc 
1020 

tttgactctg tattatattg aaaatagatc ctagacagca aaaccataca ggctaatgca 
1080 ' 
cgacgtgtgt ggtaa 
1095 

<210> 4124 

<211> 155 

<212> PRT 

<213> Homo sapiens 

' <400> 4124 

Met Ser Ala Ala Gly Ala Gly Ala Gly Val Glu Ala Gly Phe Ser Ser 

1 5 10 15 

Glu Glu Leu Leu Ser Leu Arg Phe Pro Leu His Arg Ala Cys Arg Asp 

20 25 30 

Gly Asp Leu Ala Thr Leu Cys Ser Leu Leu Gin Gin Thr Pro His Ala 

35 40 45 

His Leu Ala Ser Glu Asp Ser Phe Tyr Gly Trp Thr Pro Val His Trp 

50 55 60 

Ala Ala His Phe Gly Lys Leu Glu Cys Leu Val Gin Leu Val Arg Ala 
65 70 75 80 

Gly Ala Thr Leu Asn Val Ser Thr Thr Arg Tyr Ala Gin Thr Pro Ala 

85 90 95 

His He Ala Ala Phe Gly Gly His Pro Gin Cys Leu Val Trp Leu lie 
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100 105 110 

Gin Ala Gly Ala Asn lie Asn Lys Pro Asp Cys Glu Gly Glu Thr Pro 

115 120 125 

lie His Lys Ala Ala Arg Ser Gly Ser Leu Glu Cys lie Ser Ala Leu 

130 . 135 140 

Val Ala Asn Gly Ala His Val Asp Ser Gin His 
145 150 155 

<210> 4125 

<211> 4711 

<212> DNA 

<213> Homo sapiens 

<400> 4125 . 
gcggcggcgg gggcagcgcg gcgcgtgtct gtgcgctgcg gtcgctcggg accgggaccg 
60 

gggcgaggcg ccgcggggct gagcccagca gacattgcgt tggcctccga gcagggcgca 
120 

tcatgcagcg ttcgcgcacc ggagagaaaa ctgagaatga aattgctttg gcaagctaaa 
180 

atgagctcga ttcaggactg gggtgaagag gtagaggaag gagctgttta ccatgtcacc 
240 

ctcaaaagag tccagattca acaggctgcc aataaaggag caagatggct aggggttgaa 
300 

ggggaccagc tgcctccagg acacacagtc agtcaatatg aaacctgtaa gatcaggacc 
360 

ataaaagctg gcaccttgga gaagcttgtg gagaacctgc tgacagcttt fcggggacaat 
420 

gactttacct atatcagcat ctttctttca acgtacagag gctttgcctc cactaaagaa 
480 

gtgctggaac tactgctgga caggtatgga aacctgacaa gcccaaactg tgaagaagat 
540 

ggaagccaaa gttcatcaga gtccaaaatg gtgatcagga atgcaatcgc ttccatacta 
600 

agggcctggc ttgaccagtg tgcagaagac ttccgagagc cccctcactt cccttgctta 
660 

cagaaactgc tggattatct cacacggatg atgccgggct ctgacccaga aagaagagca 
720 

caaaatcttc ttgagcagtt tcagaagcaa gaagtggaaa ctgacaatgg gcttcccaac 
780 

acgatctcct tcagcctgga agaggaagag gaactggagg gtggagagtc agcagaattc 
840 

acgtgcttct cagaagatct agtggcagag cagctgacct acatggatgc acaactcttc 
900 

aagaaagtag tgcctcacca ctgcctgggc tgcatttggt ctcgaaggga taagaaggaa 
960 

aacaaacatt tggctcctac gatccgtgcc accatctctc agtttaatac cctcaccaaa 
1020 

tgtgttgtca gcaccatcct ggggggcaaa gaactcaaaa ctcagcagag agccaaaatc 
1080 

attgagaagt ggatcaacat cgctcatgaa tgtagactcc tgaagaattt ttcctccttg 
1140 

agggccatcg tttcggcact gcagtctaat tccatctatc ggttaaaaaa gacttgggct 
1200 



3309 



WO 00/58473 



PCT/US00/08621 



gccgtcccaa gggaccgaat gctgatgttt 
1260 

aataaccatt tgaccagccg agaactactg 
1320 

ctggacagca gtgtgaaaga aaaccagaag 
1380 

gacatgggtg tgatgcaggg aactgtgccc 
1440 

atgcttgaca ctgcccttca ggactacatc 
1500 

agaagggaat ttgaagtgat tgcccagata 
1560 

tgcatgaccc cagaccaaaa gttcatccag 
1620 

gaggagagct atgccctgtc atgtgagatt 
1680 

cccaagcctc ggaagagcat ggtgaagaga 
1740 

atcaccagtc ccactcccac caaagagcag 
1800 

gaaagcatgg actctgtcag cgtgtcatcc 
1860 

ggctccatta ctcccatgga cacccctgat 
1920 

tcatcctgtt cttctatcca ttccatggac 
1980 

aaccccctct cctcccctcc gtcctgcaac 
2040 

tcggtgacgt ccattacctc gactgtgctg 
2100 

acctgcataa tccgcatcag tgtggaagac 
2160 

ttgacgagcc aggataaaac ccccgctgtg 
2220 

gactcagacc ccgccgagga gtacgagctg 
2280 

gtgattccag actcagcaaa tgtcttttat 

2340 ; 

attttgcgca aaaagaactc catggaagaa 
2400 

acgttgccca ggacagctaa acggggctgc 
2460 

tgaagggagg gaccagtggc cccttgtttg 
2520 

tgcggtgatt gcaattacca tccggtgttc 
2580 

attgagttcc tgtggtgtgc aaagcattat 
2640 

tttgacatga aaaggatgaa cgattcactg 
2700 

cagaattacc aacatttaaa acatatatat 
2760 

tataaaaata tataagaggg actttatggg 
2820 



gaagaacttt cagatatctt ctcagaccat 
atgaaggaag gaacctcaaa atttgcaaac 
cgtacccaga ggcggctgca gctccagaag 
tacctgggca ccttcctgac tgacctgacc 
gagggtggac tgataaactt tgagaaaagg 
aagctcttac agtctgcctg caacagctat 
tggttccaga ggcagcagct cctgacagag 
gaagcagctg ctggcgccag caccacctcg 
ctcagcctac tgtttctagg gtctgacatg 
cccaagtcca ctgccagcgg gagctctggt 
tgcgagtcga accactcaga ggctgaggag 
gagcctcaaa aaaagctctc tgagtcctcc 
acaaattcct cagggatgtc ttccttaatc 
aacaacccca aaatccacaa gcgctctgtc 
cctcctgttt acaaccaaca gaatgaagac 
aataacggca acatgtacaa gagcatcatg 
atccagagag ccatgctgaa gcacaatctg 
gtgcaggtca tctcggagga caaagaactt 
gccatgaaca gccaagtgaa ctttgacttc 
caagtgaaac tgcgtagccg gaccagcttg 
tggagtaaca gacacagcaa aatcaccctc 
ccaaaggcag agtggggctg agaaacaggc 
gaggatcatt ggtgaagtca gcagatattt 
gataggcacc gtggggaaac tggaaatgaa 
attctctttg actcatttga gactaaaatg 
gcacatgtat ttggtatgca tgtgtatcta 
atagtatgga ctatggaaaa acaaatttgc 
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acaatggcct 
2880 

gtctcgtata 
2940 

gtattacaag 
3000 

tgccaccaga 
3060 

tttggaaagg 
3120 

gctaccctag 
3180 

atgacacctc 
3240 

gtgtatttcc 
3300 

tttggtaatg 
3360 

tgtcttggaa 
3420 

tgtctggagt 
3480 

caggtgtgga 
3540 

ttctgaacag 
3600 

atcctatttt 
3660 

tgtatagatt 
3720 

tttttttttt 
3780 

tctctcataa 
3840 

aaagccatat 
3900 

agaaatgatt 
3960 

tgaagtgcag 
4020 

aaagttgtgt 
4080 

gaaagtttag 
4140 

tttggtcttt 
4200 

aaaaagcact 
4260 

agatggccag 
4320 

cttggtgcga 
4380 

ccaccaagac 
4440 



gggaagttga 
ttctgagtaa 
aagcccaaac 
taaaaacaac 
gtttggatga 
ggaggccagg 
tggaggtgtc 
gttttccccc 
aagccagaaa 
tgtcactgct 
cttttgccat 
aatttctact 
tgattgtccc 
acttactttt 
atctgaatca 
ccaggttccc 
caccatcaca 
gtggaatatt 
ctcaaaatac 
attgtaacat 
gggatttgcg 
agatttgcgg 
ccaggagatt 
ttcttctgtt 
ggtggcagcc 
aggtaaaaaa 
atatatgttg 



ggtcactttt 
atggaatcag 
tttattttta 
tgcagaggct 
gctggtggcc 
aggagcttcg 
aagctcctga 
taaagaacat 
agaaagcgca 
tcattgcctt 
ctggatctta 
gcaattgact 
gttaatagcc 
atagcattac 
tttgtctaag 
gtgcttgcta 
ctcttccttc 
gacatgtgta 
cagtttttat 
ggagctattt 
ttgcataaat 
caatggaccg 
ggactacaca 
ttcaatccct 
ctcatgcagg 
aaaaaaataa 
tgcccgtgtt 



tacagggaaa 
tcctgggaat 
taaagggaga 
ggaactgcca 
ttcaacctct 
gaggaccatc 
aacaagctca 
atcataatca 
aaagaatggt 
ctctgattgc 
gtacctcttt 
acgtttgatt 
cctcagaaga 
tgtgcctagt 
aggtacattc 
tcacagtatc 
caagtctgag 
agaagcactt 
tccaaaaatt 
ttttttccta 
agccatgtga 
aagaacgggc 
ttgtaaagac 
gttcgatttg 
ttgaagtata 
ataaaaccat 
catcctgtgt 



tagaagaaac 
agagagtgtc 
ggatgacttt 
caggctgtat 
gcctgcatct 
gccccactgg 
tttcagtttc 
ttgcacaaat 
gactcatttg 
cttttgcatg 
attatgtgca 
attttgagct 
tgttccctgc 
cgtggggaaa 
ttccagatgg 
attgttaagt 
ctgtgctggg 
tcagaatgtt 
tagagaacaa 
atcccataat 
attccacaag 
caggaagtcc 
tgactgggtt 
tgcttctgtg 
tgtagcctca 
tggcctggtt 
atttatactg 



tgagaaccta 
ctttgtgcca 
ctcaatcaag 
gaaaggccac 
gccactttct 
tctagccatc 
tggcaacccc 
aaccatgttc 
gactcttatc 
taaaactatg 
atttattcct 
tgtgaaagat 
tgataacagc 
gagatggggc 
aatcaataac 
gacacttttg 
gtttgaacta 
gtccttttta 
acccggaata 
acagctccta 
aagcaccagg 
tccaatttcc 
tcaactagtc 
cttgtaggag 
gcctgatatt 
gagggcgtga 
tatatgtaga 
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gtctagattt atatactgca atgtaaaata tatatatatt tacctttttt aaagacaatg 
4500 

gaaattccaa gtagctaaaa cttagcttca tttatttaat gccactttaa atgtcttaaa 
4560 

tttgtttcct ggtggacagc cgggtaatgc ttttagctgc tcgcatgctt gtctttctgc 
4620 

atctccatca tctgtttacc ttttggttaa actaataaac tagtttggga cttggctggc 
4680 

atgtgctgcc agacccaaag ggaaaaaaaa a 
4711 

<210> 4126 
<211> 820 
<212> PRT 

<213> Homo sapiens 
<400> 4126 

Ala Ala Ala Gly Ala Ala Arg Arg Val Ser Val Arg Cys Gly Arg Ser 

1 5 10 15 

Gly Pro Gly Pro Gly Arg Gly Ala Ala Gly Leu Ser Pro Ala Asp He 

20 25 30 

Ala Leu Ala Ser Glu Gin Gly Ala Ser Cys Ser Val Arg Ala Pro Glu 

35 40 45 

Arg Lys Leu Arg Met Lys Leu Leu Trp Gin Ala Lys Met Ser Ser He 

50 55 60 

Gin Asp Trp Gly Glu Glu Val Glu Glu Gly Ala Val Tyr His Val Thr 
65 70 75 80 

Leu Lys Arg Val Gin He Gin Gin Ala Ala Asn Lys Gly Ala Arg Trp 

85 90 95 

Leu Gly Val Glu Gly Asp Gin Leu Pro Pro Gly His Thr Val Ser Gin 

100 105 110 

Tyr Glu Thr Cys Lys He Arg Thr He Lys Ala Gly Thr Leu Glu Lys 

115 120 125 

Leu Val Glu Asn Leu Leu Thr Ala Phe Gly Asp Asn Asp Phe Thr Tyr 

130 135 140 

He Ser He Phe Leu Ser Thr Tyr Arg Gly Phe Ala Ser Thr Lys Glu 
145 150 155 160 

Val Leu Glu Leu Leu Leu Asp Arg Tyr Gly Asn Leu Thr Ser Pro Asn 

165 170 175 

Cys Glu Glu Asp Gly Ser Gin Ser Ser Ser Glu Ser Lys Met Val He 

180 185 190 

Arg Asn Ala He Ala Ser He Leu Arg Ala Trp Leu Asp Gin Cys Ala 

195 200 205 

Glu Asp Phe Arg Glu Pro Pro His Phe Pro Cys Leu Gin Lys Leu Leu 

210 215 220 

Asp Tyr Leu Thr Arg Met Met Pro Gly Ser Asp Pro Glu Arg Arg Ala 
225 230 235 240 

Gin Asn Leu Leu Glu Gin Phe Gin Lys Gin Glu Val Glu Thr Asp Asn 

245 250 255 

Gly Leu Pro Asn Thr lie Ser Phe Ser Leu Glu Glu Glu Glu Glu Leu 

260 265 270 

Glu Gly Gly Glu Ser Ala Glu Phe Thr Cys Phe Ser Glu Asp Leu Val 

275 280 285 

Ala Glu Gin Leu Thr Tyr Met Asp Ala Gin Leu Phe Lys Lys Val Val 
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290 295 300 

Pro His His Cys Leu Gly Cys lie Trp Ser Arg Arg Asp Lys Lys Glu 
305 310 315 320 

Asn Lys His Leu Ala Pro Thr lie Arg Ala Thr He Ser Gin Phe Asn 

325 330 335 

Thr Leu Thr Lys Cys Val Val Ser Thr He Leu Gly Gly Lys Glu Leu 

340 345 350 

Lys Thr Gin Gin Arg Ala Lys He He Glu Lys Trp lie Asn lie Ala 

355 360 365 

His Glu Cys Arg Leu Leu Lys Asn Phe Ser Ser Leu Arg Ala He Val 

370 375 380 

Ser Ala Leu Gin Ser Asn Ser He Tyr Arg Leu Lys Lys Thr Trp Ala 
385 390 395 400 

Ala Val Pro Arg Asp Arg Met Leu Met Phe Glu Glu Leu Ser Asp lie 

405 410 * 415 

Phe Ser Asp His Asn Asn His Leu Thr Ser Arg Glu Leu Leu Met Lys 

420 425 430 

Glu Gly Thr Ser Lys Phe Ala Asn Leu Asp Ser Ser Val Lys Glu Asn 

435 440 445 

Gin Lys Arg Thr Gin Arg Arg Leu Gin Leu Gin Lys Asp Met Gly Val 

450 455 460 

Met Gin Gly Thr Val Pro Tyr Leu Gly Thr Phe Leu Thr Asp Leu Thr 
465 470 475 480 

Met Leu Asp Thr Ala Leu Gin Asp Tyr lie Glu Gly Gly Leu lie Asn 

485 490 495 

Phe Glu Lys Arg Arg Arg Glu Phe Glu Val lie Ala Gin lie Lys Leu 

500 505 510 

Leu Gin Ser Ala Cys Asn Ser Tyr Cys Met Thr Pro Asp Gin Lys Phe 

515 520 525 

lie Gin Trp Phe Gin Arg Gin Gin Leu Leu Thr Glu Glu Glu Ser Tyr 

530 535 540 

Ala Leu Ser Cys Glu lie Glu Ala Ala Ala Gly Ala Ser Thr Thr Ser 
545 550 555 560 

Pro Lys Pro Arg Lys Ser Met Val Lys Arg Leu Ser Leu Leu Phe Leu 

565 570 575 

Gly Ser Asp Met He ,Thr Ser Pro Thr Pro Thr Lys Glu Gin Pro Lys 

580 585 590 

Ser Thr Ala Ser Gly Ser Ser Gly Glu Ser Met Asp Ser Val Ser Val 

595 600 605 

Ser Ser Cys Glu Ser Asn His Ser Glu Ala Glu Glu Gly Ser He Thr 

610 615 620 

Pro Met Asp Thr Pro Asp Glu Pro Gin Lys Lys Leu Ser Glu Ser Ser 
625 630 635 640 

Ser Ser Cys Ser Ser He His Ser Met Asp Thr Asn Ser Ser Gly Met 

645 650 - 655 

Ser Ser Leu lie Asn Pro Leu Ser Ser Pro Pro Ser Cys Asn Asn Asn 

660 665 670 

Pro Lys He His Lys Arg Ser Val Ser Val Thr Ser He Thr Ser Thr 

675 680 685 

Val Leu Pro Pro Val Tyr Asn Gin Gin Asn Glu Asp Thr Cys He He 

690 695 700 

Arg He Ser Val Glu Asp Asn Asn Gly Asn Met Tyr Lys Ser He Met 
705 710 715 720 

Leu Thr Ser Gin Asp Lys Thr Pro Ala Val lie Gin Arg Ala Met Leu 
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725 730 735 

Lys His Asn Leu Asp Ser Asp Pro Ala Glu Glu Tyr Glu Leu Val Gin 

740 745 750 ' 

Val He Ser Glu Asp Lys Glu Leu Val lie Pro Asp Ser Ala Asn Val 

755 760 755 

Phe Tyr Ala Met Asn Ser Gin Val Asn Phe Asp Phe He Leu Arg Lys 

775 780 
LysUn Ser Met Glu Glu Gin Val Lys Leu Arg Ser Arg Thr Ser Leu 
785 790 795 

Thr Leu Pro Arg Thr Ala Lys Arg Gly Cys Trp Ser Asn Arg His Ser 

805 810 815 

Lys He Thr Leu - 
820 

<210> 4127 

<211> 2189 

<212> DNA 

<213> Homo sapiens 

ccatgc^cl tgccctcggc caccagcaag ctgtcgggcg cagtggagca gtggctgagt 
gcagctgagc ggctgtatgg gccctacatg tggggcaggt acgacattgt cttcctgcca 
ccctccttcc: ccatcgtggc catggagaac ccctgcctca ccttcatcat ctcctccatc 
ctggagagcg atgagttcct ggtcatcgat gtcatccacg aggtggccca cagttggttc 
ggcaacgctg tcaccaacgc cacgtgggaa gagatgtggc tgagcgaggg cctggccacc 
tatgcccagc gccgtatcac caccgagacc tacggtgctg ccttcacctg cctggagact 
gccttccgcc tggacgccct gcaccggcag atgaagcttc tgggagagga cagcccggtc 
agcaaactgc aggtcaagct ggagccagga gtgaatccca gccacctgat gaacctgttc 
acctacgaga agggctactg cttcgtgtac tacctgtccc agctctgcgg agacccacag 
cgctttgatg actttctccg agcctatgtg gagaagtaca agttcaccag cgtggtggcc 
"ggacctgc tggactcctt cctgagcttc ttcccggagc tgaaggagca gagcgtggac 
tgccgggcag ggctggaatt cgagcgctgg ctcaatgcca caggcccgcc gctggctgag 
ccggacctgt ctcagggatc cagcctgacc cggcccgtgg aggccctttt ccagctgtgg 
Iccgcagaac ctctggacca ggcagctgcc tccgccagcg ccattgacat ctccaagtgg 
aggaccttcc agacagcact cttcctggac cggctcctgg atgggtcccc gctgccgcag 
gaggtggtga tgagcctgtc caagtgctac tcctccctgc tggactcgat gaacgctgag 
atccgcatcc gctggctgca gattgtggtc cgcaacgact actatcctga cctccacagg 
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gtgcggcgct tcctggagag ccagatgtca cgcatgtaca ccatcccgct gtacgaggac 
1080 

ctctgcaccg gtgccctcaa gtccttcgcg ctggaggtcfc tctaccagac gcagggccgg 
1140 

ctgcacccca acctgcgcag agccatccag cagatcctgt cccagggcct gggctccagc 
1200 

acagagcccg cctcagagcc cagcacggag ctgggcaagg ctgaagcaga cacagactcg 
1260 

gacgcacagg ccctgctgct tggggacgag gcccccagca gtgccatctc tctcagggac 
1320 

gtcaatgtgt ctgcctagcc ctgttggcgg gctgaccctc gacctcccag acaccacaat 
1380 

tgtgccttct gtgggccagg cctgccatga ctgcgtctcg gctctggcca tgagctctgc 
1440 

ccaggcccac aagcccctcc cctgggctct cccaggcagg gagaatgggg agagggacct 
1500 

ccttgtgtct ggcagagacc tgtggacctg gcctccccac tcccagctct cttgcactgc 
1560 

aggccctggg gccagcccgc acacaccatg cctcctgtct caacactgac agctgtgcct 
1620 

agccccggat gccagcacct gccaggtgcc gccccggggc aagggcccca gcagccctat 
1680 

ggtgaccgcc acactgtgcc ttaatgtctg ccgggggccc aggctgtgct gtccctgcag 
1740 

cacgcctcct tgcagggatc tgagccaccc tccccgcaca gccctgcacc ccgcccctag 
1800 

ggttggcagc ctcagttggc ccctggcaga ggaacaagga cacagacatt ccctcagtgt 
1860 

ggggggcagg ggacacaggg agaggatggt tgtccctggg gagggccctc tggccccagg 
1920 

caaccttagc ccctcagaac agggagtccc aggacccagg gagagtgtgg ggacaggaca 
1980 

gcctgtctct tgtagcttcc tggggtggga ggcacagggg caaagcaata ccccagggaa 
2040 

agtgggaggt ggtgctggtg ctctctccag gcccaccatg ctgggagagg cggccagagc 
2100 

ctggggcctc cagcctggga ctgctgtgat ggggtatcac ggtgatggtc ccattaaact 
2160 

tccactctgc aaacctgaaa aaaaaaaaa 
2189 

<210> 4128 
<211> 445 
<212> PRT 

<213> Homo sapiens 
<400> 4128 

Pro Cys Phe Leu Pro Ser Ala Thr Ser Lys Leu Ser Gly Ala Val Glu 

1 5 10 15 

Gin Trp Leu Ser Ala Ala Glu Arg Leu Tyr Gly Pro Tyr Met Trp Gly 

20 25 30 

Arg Tyr Asp He Val Phe Leu Pro Pro Ser Phe Pro He Val Ala Met 

35 40 45 

Glu Asn Pro Cys Leu Thr Phe He He Ser Ser He Leu Glu Ser Asp 
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50 55 60 

Glu Phe Leu Val He Asp Val He His Glu Val Ala- His Ser Trp Phe 
6S 70 75 80 

Gly Asn Ala Val Thr Asn Ala Thr Trp Glu Glu Met Trp Leu Ser Glu 

85 90 95 

Gly Leu Ala Thr Tyr Ala Gin Arg Arg He Thr Thr Glu Thr Tyr Gly 

100 105 HO 

Ala Ala Phe Thr Cys Leu Glu Thr Ala Phe Arg Leu Asp Ala Leu His 
115 120 I 25 

Arg Gin Met Lys Leu Leu Gly Glu Asp Ser Pro Val Ser Lys Leu Gin 

130 135 140 

val Lys Leu Glu Pro Gly Val Asn Pro Ser His Leu Met Asn Leu Phe 
145 150 155 160 

Thr Tyr Glu Lys Gly Tyr Cys Phe Val Tyr Tyr Leu Ser Gin Leu Cys 

165 170 I 75 

Gly Asp Pro Gin Arg Phe Asp Asp Phe Leu Arg Ala Tyr Val Glu Lys 

180 185 190 

Tyr Lys Phe Thr Ser Val Val Ala Gin Asp Leu Leu Asp Ser Phe Leu 



195 



200 205 



Ser Phe Phe Pro Glu Leu Lys Glu Gin Ser Val Asp Cys Arg Ala Gly 

210 215 220 

Leu Glu Phe Glu Arg Trp Leu Asn Ala Thr Gly Pro Pro Leu Ala Glu 
225 230 235 240 

Pro Asp Leu Ser Gin Gly Ser Ser Leu Thr Arg Pro Val Glu Ala Leu 

245 250 255 

Phe Gin Leu Trp Thr Ala Glu Pro Leu Asp Gin Ala Ala Ala Ser Ala 

260 265 270 

Ser Ala He Asp He Ser Lys Trp Arg Thr Phe Gin Thr Ala Leu Phe 

275 280 285 

Leu Asp Arg Leu Leu Asp Gly Ser Pro Leu Pro Gin Glu Val Val Met 

290 295 300 

Ser Leu Ser Lys Cys Tyr Ser Ser Leu Leu Asp Ser Met Asn Ala Glu 
305 310 315 320 

He Arg He Arg Trp Leu Gin lie Val Val Arg Asn Asp Tyr Tyr Pro 

325 330 335 

Asp Leu His Arg Val Arg Arg Phe Leu Glu Ser Gin Met Ser Arg Met 

340 345 350 

Tyr Thr He Pro Leu Tyr Glu Asp Leu Cys Thr Gly Ala Leu Lys Ser 

355 360 365 

Phe Ala Leu Glu Val Phe Tyr Gin Thr Gin Gly Arg Leu His Pro Asn 

370 375 380 

Leu Arg Arg Ala lie Gin Gin lie Leu Ser Gin Gly Leu Gly Ser Ser 
385 390 395 400 

Thr Glu Pro Ala Ser Glu Pro Ser Thr Glu Leu Gly Lys Ala Glu Ala 

405 410 415 

Asp Thr Asp Ser Asp Ala Gin Ala Leu Leu Leu Gly Asp Glu Ala Pro 

420 425 430 

Ser Ser Ala He Ser Leu Arg Asp Val Asn Val Ser Ala 
435 .440 445 

<210> 4129 

<211> 1749 

<212> DNA 

<213> Homo sapiens 
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<400> 4129 

ctgggaccag ctctgctcct tgcaccccgc tccctgcctg gacacaggct cactcgctgc 
60 

cttcttctgg gggaaaccag cttcttgcca gccacagctg ctgcctccgc cactggccac 
120 

cgcccctgtc ctgggagtcc cttggcccaa acacccacct gacttagtgg ctcctctgca 
180 

ggaaaggggg ctgccccctg cgttcctcca tccaatcatg agctggtgcc catcaccact 
240 

gagaatgcac cagagaatgt agtggaccag ggagcaggag cctcccgggg tggaaacaca 
300 

cggaaaagcc tcgaggacaa cggctccacc agggtcaccc cgagtgtcca gccccacctc 
360 

cagcccatca gaaacatgag tgtgagccgg accatggagg acagctgtga gctggacctg 
420 

gtgtacgtca cagagaggat catcgctgtc tccttcccca gcacagccaa tgaggagaac 
480 

ttccggagca acctccgtga ggtggcgcag atgctcaagt ccaaacatgg aggcaactac 
540 

ctgctgttca acctctctga gcggagacct gacatcacga agctccatgc caaggtactg 
600 

gaatttggct ggcccgacct ccacacccca gccctggaga agatctgcag catctgtaag 
660 

gccatggaca catggctcaa tgcagaccct cacaatgtcg ttgttctaca caacaaggga 
720 

aaccgaggca ggataggagt tgtcatcgcg gcttacatgc actacagcaa catttctgcc 
780 

ag-tgcggacc aggctctgga ccggtttgca atgaagcggt tctatgagga taagattgtg 
840 

cccattggcc agccatccca aagaaggtac gtgcattact tcagtggcct gctctccggc 
900 

tccatcaaaa tgaacaacaa gcccttgttt ctgcaccacg tgatcatgca cggcatcccc 
960 

aactttgagt ctaaaggagg atgtcggcca tttctccgca tctaccaggc catgcaacct 
1020 

gtgtacacat ctggcatcta caacatccca ggagacagcc agactagcgt ctgcatcacc 
1080 

atcgagccag gactgctctt gaagggagac atcttgctga agtgctacca caagaagttc 
1140 

cgaagcccag cccgagacgt catcttccgt gtgcagtitcc acacctgtgc catccatgcc 
1200 

tggggggttg tctttgggaa ggaggacctt gatgatgctt tcaaagatga tcgatttcca 
1260 

gagtatggca aagtggagtt tgtattttct tatgggccag agaaaattca aggcatggag 
1320 

cacctggaga acgggccgag cgtgtctgtg gactataaca cctccgaccc cctcatccgc 
1380 

tgggactcct acgacaactt cagtgggcat cgagatgacg gcatggagga ggtggtggga 
1440 

cacacgcagg ggccactaga tgggagcctg tatgctaagg tgaagaagaa agactccctg 
1500 

cacggcagca ccggggctgt , taatgccaca cgtcctacac tgtcggccac ccccaaccac 
1560 
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gtggaacaca cgctttctgt gagcagcgac tcgggcaact ccacagcctc caccaagacc 
1620 

gacaagaccg acgagcctgt ccccggggcc tccagtgccc atgctgcccg cactgtgacc 
1680 

atcctggttt ggcaattcat cgtccaggat gtctgtctcc cgctcagatg ctaacgcccc 
1740 

accattgac 
1749 

<210> 4130 

<211> 523 

<212> PRT 

<213> Homo sapiens 

<400> 4130 

Leu Ser Gly Ser Ser Ala Gly Lys Gly Ala Ala Pro Cys Val Pro Pro 

1 5 10 15 

Ser Asn His Glu Leu Val Pro Tie Thr Thr Glu Asn Ala Pro Glu Asn 

20 25 30 

Val Val Asp Gin Gly Ala Gly Ala Ser Arg Gly Gly Asn Thr Arg Lys 

35 40 45 

Ser Leu Glu Asp Asn Gly Ser Thr Arg Val Thr Pro Ser Val Gin Pro 

50 55 60 

His Leu Gin Pro He Arg Asn Met Ser Val Ser Arg Thr Met Glu Asp 
65 70 75 80 ' 

Ser Cys Glu Leu Asp Leu Val Tyr Val Thr Glu Arg He He Ala Val 

85 90 95 

Ser Phe Pro Ser Thr Ala Asn Glu Glu Asn Phe Arg Ser Asn Leu Arg 

100 105 HO 

Glu Val Ala Gin Met Leu Lys Ser Lys His Gly Gly Asn Tyr Leu Leu 

115 120 125 

Phe Asn Leu Ser Glu Arg Arg Pro Asp He Thr Lys Leu His Ala Lys 

130 135 140 

Val Leu Glu Phe Gly Trp Pro Asp Leu His Thr Pro Ala Leu Glu Lys 
145 150 155 160 

He Cys Ser He Cys Lys Ala Met Asp Thr Trp Leu Asn Ala Asp Pro 

165 170 175 

His Asn Val Val Val Leu His Asn Lys Gly Asn Arg Gly Arg lie Gly 

180 185 190 

Val Val He Ala Ala Tyr Met His Tyr Ser Asn lie Ser Ala Ser Ala 

195 200 205 

Asp Gin Ala Leu Asp Arg Phe Ala Met Lys Arg Phe Tyr Glu Asp Lys 

210 215 220 

He Val Pro lie Gly Gin Pro Ser Gin Arg Arg Tyr Val His Tyr Phe 
225 230 235 240 

Ser Gly Leu Leu Ser Gly Ser He Lys Met Asn Asn Lys Pro Leu Phe 

245 250 255 

Leu His His Val lie Met His Gly He Pro Asn Phe Glu Ser Lys Gly 

260 265 270 

Gly Cys Arg Pro Phe Leu Arg He Tyr Gin Ala Met Gin Pro Val Tyr 

275 280 285 

Thr Ser Gly lie Tyr Asn He Pro Gly Asp Ser Gin Thr Ser Val Cys 

290 295 300 

He Thr He Glu Pro Gly Leu Leu Leu Lys Gly Asp He Leu Leu Lys 
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305 310 315 320 

Cys Tyr His Lys Lys Phe Arg Ser Pro Ala Arg Asp Val lie Phe Arg 

325 .330 335 

Val Gin Phe His Thr Cys Ala He His Ala Trp Gly Val Val Phe Gly 

340 345 . 350 

Lys Glu Asp Leu Asp Asp Ala Phe Lys Asp Asp Arg Phe Pro Glu Tyr 

355 360 365 

Gly Lys Val Glu Phe Val Phe Ser Tyr Gly Pro Glu Lys He Gin Gly 

370 375 380 

Met Glu His Leu Glu Asn Gly Pro Ser Val Ser Val Asp Tyr Asn Thr 
385 390 395 400 

Ser Asp Pro Leu He Arg Trp Asp Ser Tyr Asp Asn Phe Ser Gly His 

405 410 415 

Arg Asp Asp Gly Met Glu Glu Val Val Gly His Thr Gin Gly Pro Leu 

420 425 430 

Asp Gly Ser Leu Tyr Ala Lys Val Lys Lys Lys Asp Ser Leu His Gly 

435 440 445 

Ser Thr Gly Ala Val Asn Ala Thr Arg Pro Thr Leu Ser Ala Thr Pro 

450 455 460 

Asn His Val Glu His Thr Leu Ser Val Ser Ser Asp Ser Gly Asn Ser 
465 470 475 480 

Thr Ala Ser Thr Lys Thr Asp Lys Thr Asp Glu Pro Val Pro Gly Ala 

485 490 495 

Ser Ser Ala His Ala Ala Arg Thr Val Thr He Leu Val Trp Gin Phe 

500 505 510 

He Val Gin Asp Val Cys Leu Pro Leu Arg Cys 
515 520 

<210> 4131 
<211> 60B 
<212> DNA 

<213> Homo sapiens 
<400> 4131 

cggccggcgc gggcgcggcg ggccgggcag gggcgagggg cgccgggtct tgccccagaa 
60 

gctgcgggca catccacgcc tgaaatgcgg cgctcagtcc tggtcaggaa cccaggccac 
120 

aaaggcctga gacccgttta tgaagagctc gactctgact ccgaggacct agaccccaat 
180 

cctgaagatc tggacccggt ttctgaagac ccagagcctg atcctgaaga cctcaacact 
240 

gtcccggaag acgtggaccc cagctatgaa gatctggagc ccgtctcgga ggatctggac 
300 

cccgacgccg aagctccggg ctcggaaccc caagatcccg accccatgtc ttcgagtttc 
360 

gacctcgatc cagatgtgat tggccccgta cccctgattc tcgatcctaa cagcgacacc 
420 

ctcagccccg gcgatccaaa agtggacccc nnatctcctc tggcctcact gcgagccccc 
480 

aggtcttggc caccagcccc gcggtgctcc ccgcccccgc cagcccgccc cggcccttct 
540 

cctgcccgga ttgcggcgaa gccttccgcc gcagctccgg gctgagccag catcgccgca 
600 
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cgcacagc 
608 

<210> 4132 
<211> 194 
<212> PRT 

<213> Homo sapiens 
<400> 4132 

Arg Pro Ala Arg Ala Arg Arg Ala Gly Gin Gly Arg Gly Ala Pro Gly 

1 5 10 15 

Leu Ala Pro Glu Ala Ala Gly Thr Ser Thr Pro Glu Met Arg Arg Ser 

20 25 30 

Val Leu Val Arg Asn Pro Gly His Lys Gly Leu Arg Pro Val Tyr Glu 

35 40 45 

Glu Leu Asp Ser Asp Ser Glu Asp Leu Asp Pro Asn Pro Glu Asp Leu 

50 55 60 

Asp Pro Val Ser Glu Asp Pro Glu Pro Asp Pro Glu Asp Leu Asn Thr 
65 70 75 80 

Val Pro Glu Asp Val Asp Pro Ser Tyr Glu Asp Leu Glu Pro Val Ser 

85 90 95 

Glu Asp Leu Asp Pro Asp Ala Glu Ala Pro Gly Ser Glu Pro Gin Asp 

100 105 HO 

Pro Asp Pro Met Ser Ser Ser Phe Asp Leu Asp, Pro Asp Val He Gly 

115 120 125 

Pro Val Pro Leu lie Leu Asp Pro Asn Ser Asp Thr Leu Ser Pro Gly 

130 135 140 

Asp Pro Lys Val Asp Pro Xaa Ser Pro Leu Ala Ser Leu Arg Ala Pro 
145 150 155 160 

Arg Ser Trp Pro Pro Ala Pro Arg Cys Ser Pro Pro Pro Pro Ala Arg 

165 170 175 

Pro Gly Pro Ser Pro Ala Arg lie Ala Ala Lys Pro Ser Ala Ala Ala 
180 185 190 

Pro Gly 



<210> 4133 

<211> 1646 

<212> DNA 

<213> Homo sapiens 

<400> 4133 

tttttttttt tttttttttt tttttttttt tttttttttt ttaacgagtc tcaaattttt 
60 

attttgatgg caaaaatcac acagggaaga acaaaaatta tccatgacaa actaggagtg 
120 

gaaatgggct gggagacaca gaaaatgggt gcccacagtt cctgggatcc ctcctggaat 
180 

cctgggtttc cctcctagga ccctgcaagg taccctacgt gcctcctgga accccccccc 
240 

accccggagg tcccaaggaa cccagtttga gaaccaaggc tttaggccaa ggacttcctt 
300 

gcacaagaag gtgcagatgt acagggatgg ttcagacagt ggcctcaacc tcaatggctt 
360 
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catcctcctc ctccagcagg ctgtaggaag catggctctg gcaaggccgc tgcagggggt 
420 

gggccaacag tttcgccatg cagttgtgca actccagggc tggcccagcc agtgccacct 
480 

catacttgta gctggtaccc ttggtatcca ggctgcccat gaaggcaaac atatccttcc 
540 

aactcatctc ctcctccttc tcctcagtgc cattgtggat gtaaacaacg tcaaagaaga 
600 

aatatgggca ctggaacatt ttcttcatgg gctccgtcaa ggagaactgg ggctggcaag 
660 

gtggacggct gtagacaagg atggtgcgga ccacatatgg cgggggaatc gtctgcacgt 
720 

tctctgtgac cggaagctca gttttctgct ggatgaggct gaaaagtcct tccagattga 
780 

aggtggaaca ggaggccgtc tccagatcat agaggcagct acagagctcg cgggggtcgg 
840 

aggtcaggcc agacagccag gccgtgtcat cgttcaccac caccagtgca aactcgtggc 
900 

ttttgtcgat cttgtgtttt gtccgcacga acatctcaat catcttctgg gagacattga 
960 

gggcgttggt tttggagccg ttgaacgact ccagctttgg cagtgacatt tcctctgaca 
1020 

ggtccaggca gataatcact ttctctggac agttgaccct tggtgtccga atttggacct 
1080 

caggggctgg cgggggcacc tgccaggact tagggccggc tcctgaagtg ttgaggctcc 
1140 

catcatcagc actggcggcc tcaccctcac cctcgctgcg gctgcccacg ctggcctgtg 
1200 

cccctactgc ccggtcctca gccccttcag gattggagcg agtgcggggc cgaggctctg 
1260 

ccgagtgctc ctcttcctcc tcctcctctt cagtggggct gctgggctct gccacttcca 
1320 

tggctcctgt gtggcttcgg ctcaccgtag cctgaacctc cttctaaatc agccgccgac 
1380 

tcactaggaa gccgccatct ttacagccgg aagttgtacg gcgcagcccc gacgcctcct 
1440 

gggaaatgta gttcagcggg ctgcagaaca agcagagaca gaaactggtt gaggctagaa 
1500 

agaacttgga aactgatagg ctgaaactgg gttgggggtg gggtttggag tgagagctgc 
1560 

ctggagctgg gtgcggcggg acctggaatg tgattggcta cactggagca aagtatgaaa 
1620 

tgtgattgga ttaaaaaaat tagtga 
1646 

<210> 4134 
<211> 329 
<212> PRT 

<213> Homo sapiens 
<400> 4134 

Met Glu Val Ala Glu Pro Ser Ser Pro Thr Glu Glu Glu Glu Glu Glu 

1 5 10 15 

Glu Glu His Ser Ala Glu Pro Arg Pro Arg Thr Arg Ser Asn Pro Glu 
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20 25 30 



Gly 


Ala 


Glu 


Asp 


Arg 


Ala 


Val 


Gly Ala Gin Ala 


Ser 


Val 


Gly 


Ser 


Arg 






35 










40 










45 








Ser 


Glu Gly Glu Gly 


Glu 


Ala 


Ala 


Ser 


Ala 


Asp 


Asp 


Gly 


Ser 


Leu 


Asn 




50 










55 










60 










Thr 


Ser 


Gly Ala Gly 


Pro 


Lys 


Ser 


Trp 


Gin 


Val 


Pro 


Pro 


Pro 


Ala 


Pro 


65 










70 










75 










80 


Glu 


Val 


Gin 


He 


Arg 


Thr 


Pro 


Arg 


Val 


Asn 


Cys 


Pro 


Glu 


Lys 


Val 


He 










85 










90 










95 




lie 


Cys 


Leu 


Asp 


Leu 


Ser 


Glu 


Glu 


Met 


Ser 


Leu 


Pro 


Lys 


Leu 


Glu 


Ser 








100 










105 










110 






Phe 


Asn Gly Ser Lys 


Thr 


Asn 


Ala 


Leu 


Asn 


Val 


Ser 


Gin 


Lys 


Met 


He 






115 










120 










125 








Glu 


Met 


Phe 


Val 


Arg 


Thr 


Lys 


His 


Lys 


He 


Asp 


Lys 


Ser 


His 


Glu 


Phe 




130 










135 










140 










Ala 


Leu 


Val 


Val 


Val 


Asn 


Asp 


Asp 


Thr 


Ala 


Trp 


Leu 


Ser 


Gly 


Leu 


Thr 


145 










150 










155 










160 


Ser 


Asp 


Pro 


Arg 


Glu 


Leu 


Cys 


Ser 


Cys 


Leu Tyr Asp 


Leu 


Glu 


Thr 


Ala 










165 










170 










175 




Ser 


Cys 


Ser 


Thr 


Phe 


Asn 


Leu Glu Gly 


Leu 


Phe 


Ser 


Leu 


He 


Gin 


Gin 








180 










185 










190 






Lys 


Thr 


Glu 


Leu 


Pro 


Val 


Thr 


Glu 


Asn 


Val 


Gin 


Thr 


He 


Pro 


Pro 


Pro 




195 










200 










205 








Tyr 


Val 


val 


Arg 


Thr 


lie 


Leu 


Val 


Tyr 


Ser 


Arg 


Pro 


Pro 


Cys 


Gin 


Pro 




210 










215 










220 










Gin 


Phe 


Ser 


Leu 


Thr 


Glu 


Pro 


Met 


Lys 


Lys 


Met 


Phe 


Gin 


Cys 


Pro 


Tyr 


225 










230 










235 










240 


Phe 


Phe 


Phe 


Asp 


Val 


Val 


Tyr 


lie 


His 


Asn Gly Thr Glu 


Glu 


Lys 


Glu 










245 










250 










255 




Glu 


Glu 


Met 


Ser 


Trp 


Lys 


Asp 


Met 


Phe 


Ala 


Phe 


Met 


Gly 


Ser 


Leu Asp 








260 










265 










270 






Thr 


Lys 


Gly 


Thr 


Ser 


Tyr 


Lys 


Tyr 


Glu 


Val 


Ala 


Leu 


Ala 


Gly 


Pro 


Ala 






275 










280 










285 








Leu 


Glu 


Leu 


His 


Asn 


c y s 


Met 


Ala 


Lys 


Leu 


Leu 


Ala 


His 


Pro 


Leu 


Gin 




290 










295 










300 










Arg 


Pro 


Cys 


Gin 


Ser 


His 


Ala 


Ser 


Tyr 


Ser 


Leu 


Leu 


Glu 


Glu 


Glu 


Asp 


305 










310 










315 










320 


Glu 


Ala 


He 


Glu 


Val 


Glu 


Ala 


Thr 


Val 

















325 



<210> 4135 
<211> 388 
<212> DNA 

<213> Homo sapiens . 
<400> 4135 

acgcgtggtg gccctggaca tgtacctcac tcagcaacgc atctccgacc cagtgatgga 
60 

gggtctgcga tcagccgtac gctatgacaa aacctatttc gacaagatcg tggccagcct 
120 

tctgccattg ctggaaaaac tgaccacagg ccggattgca gagctgctat ctcccgacta 
180 

catggatctt gaggacccac gaccaatctt tgactggatg cagatcatcc gcaaacgggc 
240 
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agtggtctat gtcggcctgg acgctttatc tgatacagag gtagctgcag cggtgggcaa 
300 i 
ctcgatgttc agcgacctgg tgtcagttgc gggtcacatc tataagtttg gcatcgatga 
360 

tggcttgccc ggggccaccg gcggcaag 
388 

<210> 4136 
<211> 123 
<212> PRT 

<213> Homo sapiens 
<400> 4136 

Met Tyr Leu Thr Gin Gin Arg lie Ser Asp Pro Val Met Glu Gly Leu 

1 5 10 15 

Arg Ser Ala Val Arg Tyr Asp Lys Thr Tyr Phe Asp Lys lie Val Ala 

20 25 30 

Ser Leu Leu Pro Leu Leu Glu Lys Leu Thr Thr Gly Arg lie Ala Glu 

35 40 45 

Leu Leu Ser Pro Asp Tyr Met Asp Leu Glu Asp Pro Arg Pro lie Phe 

50 55 60 

Asp Trp Met Gin lie lie Arg Lys Arg Ala Val Val Tyr Val Gly Leu 
65 70 75 80 

Asp Ala Leu Ser Asp Thr Glu Val Ala Ala Ala Val Gly Asn Ser Met 

85 90 95 

Phe Ser Asp Leu Val Ser Val Ala Gly His lie Tyr Lys Phe Gly lie 

100 105 110 

Asp Asp Gly Leu Pro Gly Ala Thr Gly Gly Lys 
115 120 

<210> 4137 
<211> 2255 
<212> DNA 

<213> Homo sapiens 
<400> 4137 

cggacctccc gcgcgccccg cacccgaccg gctcagccgc cggcagcgta acacgcccta 
60 

cgctcgcttg ctcgccggcc tcagggcagg caggcgggcg cgggagaccc cgccggggcc 
120 

gagacttggg gcgggcgacg aggaccaggt tacggcctcc tcgccatgtc ctcggcctgc 
180 

gacgcgggcg accactaccc cctgcacctc ctagtctgga aaaacgacta ccggcagctc 
240 

gagaaggagc tgcagggcca gaatgtggag gctgtggacc cacgaggtcg aacattattg 
300 

catcttgctg tttccttggg acatttggaa tctgctcgag tcttactccg acataaagca 
360 

gatgtgacaa aagaaaatcg ccagggatgg acagttttac atgaggctgt gagcactggc 
420 

gatcctgaga tggtgtacac agttctccaa catcgagact accacaacac atccatggcc 
480 

cttgagggag ttcctgagct gctccaaaaa attctcgagg ctccggattt ctatgtgcag 
540 
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atgaaatggg aattcaccag ctgggtgccc 
600 

tgtcgcatct ggaaaagtgg tgccaaactg 
660 

aacatgagct ggataagagg gaggcgtagt 
720 

gagttaatgg aagtcaacca tgatgacaaa 
780 

caagaaatgg agcgcctcac tctggacttg 
840 

cggctcacaa gccctgtcat taacaccagc 
900 

actaaatccg gattctgggg ctggaggaca 
960 

gcaaaggttt acacagtaaa caatgtgaat 
1020 

accgaggagg aaaaaaagag atataaagca 
1080 

actgtggaac accaatttgg tgcacaaggg 
1140 

aaccccacag ccatcacgcc tgatgagtac 
1200 

ggacattggn aaggccgaaa gagctgacga 
1260 

ggatgtgtga agagtttccc ctctctctgg 
1320 

tggctcgaac gagtgctcat tttgcaagac 
1380 

ctggatttcc tgtcaaaata gaaattccct 
1440 

ttggaaatgt taatggctgt agcactgccg 
1500 

cccaggctga ttcagcttcc cacatcacaa 
1560 

ttcccgaatc ttactatgtt caagacaatg 
1620 

acgagataat gcagtttgcc atccagcaaa 
1680 

tttcaggacc agcttcgaat ggagggatca 
1740 

agagggccat ccaggagagc ctcctcacca 
1800 

gcgagacaag ccgttttgat aatgacttgc 
1860 

tggaggaatg ggagctccgg ctccaggagg 
1920 

tgtcactcac tgacaaatag acctttcagc 
1980 

gggctgtcac agatgctgtg tcaaccaggg 
2040 

catgcagcag gcaacaactg ccccttcttt 
2100 

gcccatccag gctgctccct ggggtggaga 
2160 



ttggtttcta gaatatgccc aaatgatgtc 
cgcgtcgata tcacattgct gggatttgaa 
tttatattta agggagaaga caactgggcg 
gtggtcacca ccgaacgctt cgacctttcc 
atgaagccaa aaagcaggga agttgagcgg 
ctcgatacta aaaatattgc ttttgaaaga 
gataaagcag aagttgttaa tggttacgaa 
gtgatcacca aaatacgcac agaacatctg 
gacaggaacc cgctggaatc tttgctggga 
gacctcacca cggaatgtgc tactgcaaac 
ttcaatgaag agtttgatct gnaaagacag 
ttagaacaca gaagtttaaa gcaatgttgt 
tggagcaggt cattcccatc attgacctaa 
tgagagattt catcaaattg gaattcccac 
tgtttcatgt cttaaatgca cggattacat 
aagaatctgt atctcaaaat gtggaaggga 
actttgaggt tgatcaatct gtgtttgaaa 
gcagaaatgt geatttgcaa gatgaagatt 
gtctgctgga gtccagcagg agccaggaac 
gccagacaaa cacctatgac gcccagtatg 
gcacagaagg cctgtgcccc agcgccctga 
agctagccat ggagctctct gccaaagagc 
aagaggctga gctccagcaa gtcttacagc 
ctgtgagcct ctgcacaaag cagaggctgt 
ccctagggct aagggcctgc accttgcgtg 
atgcagaggt gcagaaccag ggactcctgg 
a g<?9 acca 99 gattgcaggc cccatctcca 
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ggctaagggg aggagagcat catcactttc cattagctgt attggcttgc aggtcacatt 
2220 

tttactgcca gcattagaca aaaccccaat ccccg 
2255 

<210> 4138 
<211> 353 
<212> PRT 

<213> Homo sapiens 
<400> 4138 

Met Ser Ser Ala Cys Asp Ala Gly Asp His Tyr Pro Leu His Leu Leu 

1 5 10 15 

Val Trp Lys Asn Asp Tyr Arg Gin Leu Glu Lys Glu Leu Gin Gly Gin 

20 . 25 30 

Asn Val Glu Ala Val Asp Pro Arg Gly Arg Thr Leu Leu His Leu Ala 

35 40 45 

Val Ser Leu Gly His Leu Glu Ser Ala Arg Val Leu Leu Arg His Lys 

50 55 60 

Ala Asp Val Thr Lys Glu Asn Arg Gin Gly Trp Thr Val Leu His Glu 
65 70 75 80 

Ala Val Ser Thr Gly Asp Pro Glu Met Val Tyr Thr Val Leu Gin His 

85 90 95 

Arg Asp Tyr His Asn Thr Ser Met Ala Leu Glu Gly Val Pro Glu Leu 

100 105 110 

Leu Gin Lys lie Leu Glu Ala Pro Asp Phe Tyr Val Gin Met Lys Trp 

115 120 125 

Glu Phe Thr Ser Trp Val Pro Leu Val Ser Arg lie Cys Pro Asn Asp 

130 135 140 

Val Cys Arg lie Trp Lys Ser Gly Ala Lys Leu Arg Val Asp lie Thr 
145 150 155 160 

Leu Leu Gly Phe Glu Asn Met Ser Trp lie Arg Gly Arg Arg Ser Phe 

165 170 175 

lie Phe Lys Gly Glu Asp Asn Trp Ala Glu Leu Met Glu Val Asn His 

180 185 190 

Asp Asp Lys Val Val Thr Thr Glu Arg Phe Asp Leu Ser Gin Glu Met 

195 200 205 

Glu Arg Leu Thr Leu Asp Leu Met Lys Pro Lys Ser Arg Glu Val Glu 

210 215 220 

Arg Arg Leu Thr Ser Pro Val lie Asn Thr Ser Leu Asp Thr Lys Asn 
225 230 235 240 

lie Ala Phe Glu Arg Thr Lys Ser Gly Phe Trp Gly Trp Arg Thr Asp 

245 250 255 

Lys Ala Glu Val Val Asn Gly Tyr Glu Ala Lys Val Tyr Thr Val Asn 

260 265 270 

Asn Val Asn Val lie Thr Lys lie Arg Thr Glu His Leu Thr Glu Glu 

275 280 285 

Glu Lys Lys Arg Tyr Lys Ala Asp Arg Asn Pro Leu Glu Ser Leu Leu 

290 295 300 

Gly Thr Val Glu His Gin Phe Gly Ala Gin Gly Asp Leu Thr Thr Glu 
305 310 315 320 

Cys Ala Thr Ala Asn Asn Pro Thr Ala lie Thr Pro Asp Glu Tyr Phe 

325 330 335 

Asn Glu Glu Phe Asp Leu Xaa Arg Gin Gly His Trp Xaa Gly Arg Lys 
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340 345 350 

Ser 



<210> 4139 

<211> 431 

<212> DNA 

<213> Homo sapiens 

<400> 4139 

acgcgtgtcc cccgcc'cctc. gcagaggact gtctcccgct cagggcctct ctgcctcccc 
60 

gagtccaggg ccctcctgag cgccagcccg gaggtggttg tcgcagtggg attccctggg 
120 

ggtaagtgtc ctgttcctgt gcgcgtgccc tgagccccgc ctgggtccta ggccacccac 
180 

c'gacactgcc ccccacacag ccgggaagtc cacctttctc aagaagcacc tcgtgtcggc 
240 

cggatatgtc cacgtgaaca gggtatgacc aggcttttgc cgccccaaat ctattataaa 
300 

gttcccatct ccacctctca actggttfgg ggcggctttc ctccatcatt gcctccccgt 
360 

ccccgctcgg ggtctctctc cccctggggt ctgccgatct gtttgtgacc tctcgtgtcc 
420 

ccaggacacg c 
431 

<210> 4140 
<211> 50 
<212> PRT 

<213> Homo sapiens 
<400> 4140 

Thr Arg Val Pro Arg Pro Ser Gin Arg Thr Val Ser Arg Ser Gly Pro 

1 5 10 15 

Leu Cys Leu Pro Glu Ser Arg Ala Leu Leu Ser Ala Ser Pro Glu Val 

20 25 30 

Val Val Ala Val Gly Phe Pro Gly Gly Lys Cys Pro Val Pro Val Arg 
35 40 45 

Val Pro 

50 . 

<210> 4141 

<211> 1182 

<212> DNA 

<213> Homo sapiens 

<400> 4141 

nnaccagctc cgcgcctcgg cctctccgcc ccctccccag cctttctctc gccctcttct 
60 

cccacactcc cggccggcgc ctcggctttg tgcgaggaga tggtgtagcc ccctggccgc 
120 

cgaaggagga gccggacact tgtctcccgt ctccgagctg ctccccaccc ctggaggaga 
180 



3326 



WO 00/58473 



PCT/US00/08621 



gacccccccc tcggctcggc gccttctgcg tctcccggct ggtggggaag cctctgcgcc 
240 

gccggcacca tgagtgaaca gagtatctgt caggcaagag ctgctgtgat ggtttatgat 
300 

gatgccaata agaagtgggt gccagctggt ggctcaactg gattcagcag agttcatatc 
360 

tatcaccata caggcaacaa cacattcaga gtggtgggca ggaagattca ggaccatcag 
420 

gtcgtgataa actgtgccat tcctaaaggg ttgaagtaca atcaagctac acagaccttc 
480 

caccagtggc gagatgctag acaggtgtat ggtctcaact ttggcagcaa agaggatgcc 
540 

aatgtcttcg caagtgccat gatgcatgcc ttagaagtgt taaattcaca ggaaacaggg 
600 

ccaacattgc ctagacaaaa ctcacaacta cctgctcaag ttcaaaatgg cccatcccaa 
660 

gaagaattgg aaattcaaag aagacaacta caagaacagc aacggcaaaa ggagctggag 
720 

cgggaaaggc tggagcgaga aagaatggaa agagaaaggt tggagagaga gaggttagaa 
780 

agggaaaggc tggagaggga gcgactggaa caagaacagc tggagagaga gagacaagaa 
840 

cgggaacggc aggaacgcct ggagcggcag gaacgcctgg agcggcagga acgcctggag 
900 

cggcaggaac gcctggatcg ggagagggaa agacaagaac gagagaggct ggagagactg 
960 

gaacgggaga ggcaagaaag ggagcgacaa gagcagttag aaagggaaca gctggaatgg 
1020 

gagagagagc gcagaatatc aagtgctgct gcccctgcct ctgttgagac tcctctaaac 
1080 

tctgtgctgg gagactcttc tgcttctgag ccaggcttgc aggcagcctc tcagccggcc 
1140 

gagactccat cccaacaggg cattgtcttg ggaccacttg ca 
1182 

<210> 4142 

<211> 311 

<212> PRT 

<213> Homo sapiens 

<400> 4142 

Met Ser Glu Gin Ser lie Cys Gin Ala Arg Ala Ala Val Met Val Tyr 

1 5 10 15 

Asp Asp Ala Asn Lys Lys Trp Val Pro Ala Gly Gly Ser Thr Gly Phe 

20 25 30 

Ser Arg Val His lie Tyr His His Thr Gly Asn Asn Thr Phe Arg Val 

35 40 45 

Val Gly Arg Lys He Gin Asp His Gin Val Val He Asn Cys Ala He 

50 55 60 

Pro Lys Gly Leu Lys Tyr Asn Gin Ala Thr Gin Thr Phe His Gin Trp 
65 70 75 80 

Arg Asp Ala Arg Gin Val Tyr Gly Leu Asn Phe Gly Ser Lys Glu Asp 

85 90 95 

Ala Asn Val Phe Ala Ser Ala Met Met His Ala Leu Glu Val Leu Asn 
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100 










105 










110 






Ser 


Gin Glu Thr Gly. 


Pro 


Thr 


Leu 


Pro 


Arg 


Gin 


Asn 


Ser 


Gin 


Leu 


Pro 






115 








120 










125 








Ala 


Gin 


Val Gin 


Asn Gly 


Pro 


Ser 


Gin 


Glu 


Glu 


Leu 


Glu 


He 


Gin 


Arg 




130 








135 










140 










Arg 


Gin 


Leu Gin Glu 


Gin 


Gin 


Arg 


Gin 


Lys 


Glu 


Leu 


Glu 


Arg 


Glu 


Arg 


145 








150 










155 










160 


Leu 


Glu 


Arg Glu 


Arg 


Met 


Glu 


Arg 


Glu 


Arg 


Leu 


Glu 


Arg 


Glu 


Arg 


Leu 








165 










170 










175 




Glu 


Arg 


Glu Arg 


Leu 


Glu 


Arg 


Glu 


Arg 


Leu 


Glu 


Gin 


Glu 


Gin 


Leu 


Glu 






180 










185 










190 






Arg 


Glu 


Arg Gin 


Glu 


Arg 


Glu 


Arg 


Gin 


Glu 


Arg 


Leu 


Glu 


Arg 


Gin 


Glu 






195 








200 










205 








Arg 


Leu 


Glu Arg 


Gin 


Glu 


Arg 


Leu 


Glu 


Arg 


Gin 


Glu 


Arg 


Leu 


Asp 


Arg 




210 








215 










220 










Glu 


Arg 


Glu Arg 


Gin 


Glu 


Arg 


Glu 


Arg 


Leu 


Glu 


Arg 


Leu 


Glu Arg 


Glu 


225 








230 










235 










240 


Arg 


Gin 


Glu Arg 


Glu 


Arg 


Gin 


Glu 


Gin 


Leu 


Glu 


Arg 


Glu 


Gin 


Leu 


Glu 








245 










250 










255 




Trp 


Glu 


Arg Glu 


Arg 


Arg 


lie 


Ser 


Ser 


Ala 


Ala 


Ala 


Pro 


Ala 


Ser 


Val 






250 










265 










270 






Glu 


Thr 


Pro Leu 


Asn 


Ser 


val 


Leu 


Gly Asp 


Ser 


Ser 


Ala 


Ser 


Glu 


Pro 






275 








280 










285 








Gly Leu 


Gin Ala 


Ala 


Ser 


Gin 


Pro 


Ala 


Glu 


Thr 


Pro 


Ser 


Gin 


Gin 


Gly 




290 








295 










300 










lie 


Val 


Leu Gly 


Pro 


Leu 


Ala 





















305 310 

<210> 4143 
<211> 1773 
<212> DNA 

<213> Homo sapiens 
<400> 4143 

tttttgacag atcaaagtag agtcatagat tttatttaat taaaatagat taaaaacaga 
60 

ctgtgtaaaa gaattagaat tctcaataat ttactattat ttacattagc aaatgtcggt 
120 

cgttagtaga cactgagcag agaagcttga agaacgggga tcctctcctg tgggcagggg 
180 

agccccagct tccctcgtga ttcccgtcct ttcaagttca ttatggcagc tctgtcaatg 
240 

agcaccccag ggtggtgtgg ccgcagcacc aggacccgcg ctgaaggccc agagacctgg 
300 

caggccggga agaaattcct ttcctttggg aagaaccacc aacgctcagt ccaagctcac 
360 

acggttatct agtcggcaat gccttccctg ccctgcagcc aatacccccc actgtgctgg 
420 

gccttctgca aatactcctg gggttgaccc aaacccagtt tccagataaa agataaaaag 
480 - 

aaaaaaaaaa aggccacata tcccagttct cagagaaatc ctggattact aaacatcccc 
540 

tgcctgtggc acctggaatg ggtgacttgt caaaatctcc ctcaagacgt tttgtgcgtt 
600 
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tgccgtggga gggaatggtg gggagtcagg gtggctgggg ggcactaggc cacttcacca 
660 

agagggatgc acctcccagg aagcagtagc agtgagagcg agccccacag gaactgtccc 
720 

tgccctggca gtgcgcaccc tgtgggcacc aagcagggag tgaagaccct cagaacacag 
780 

ccctgtctcc ggctgtgacc tcagcttgct ggagactctg cggtcagcct ggcccactag 
840 

gagcccctgc tgctccactt gcaggacacc caggcctcct ggcgtcagtg gggcctggga 
900 

cgtctgggag ttccagagct gggtcagcag ctgtgaccat gggggccagc acagtggaca 
960 

gcatcagagc tggcagtgaa cagctgaggc gggggaggcc tgatagagag gttcagtccc 
1020 

aaatgtctgt ctcgaagggg accaggtggt aatatgacag gttggtgacg taggctgctg 
1080 

ggtcgtcccc gtcctccagc tctgagggaa actcactgcc attctcaaat aaatgctctg 
1140 

ttgggtccac gcccagctgc tggtctcttc catttggtat actgtggtca ataactattg 
1200 

tttcggtatt tgctaaacaa aatccattgg acctcatgat ttctgatatt ttgactggac 
1260 

tttgaaagct gggttgaatt ttatgcacat tatcattttt taacacctga tccagaggag 
1320 

atctttcgaa gaaggtgagc acaacttccg atctagaata tttacagggc atgcttatga 
1380 

tcgtcttcag cagcttctcc acctcattaa gcctggtctc tatgtcgtgg gcttccttta 
1440 

tggcaaccag tccttgccgc agcggcccct gcgccagttc ggaccggtcc tcgggaaagg 
1500 

cgtcgcgcag gcgctgccac aggcggccca ggtccgccag gctgcggtgc aggtagagca 
1560 . . 

cgctgcggtc cgaccactcc gtgcggatct cgaagaactc ctcttcgtcg ccgcgccggc 
1620 

tgacgatgag cctgcggatg ccgttcaccc agcagccgcg cacgaacatg ttcacgagcg 
1680 

acgtgccctc aaacaccgcc gaggccatgt cgcacgcatg cccccgccaa gggctcccca 
1740 

gccccgccgc ccgcecgccc gcaggaggcg cgc 
1773 

<210> 4144 
<211> 231 
<212> PRT 

<213> Homo sapiens 
<400> 4144 

Met Ala Ser Ala Val Phe Glu Gly Thr Ser Leu Val Asn Met Phe Val 

1 5 10 15 

Arg Gly Cys Trp Val Asn Gly He Arg Arg Leu lie Val Ser Arg Arg 

20 25 30 

Gly Asp Glu Glu Glu Phe Phe Glu lie Arg Thr Glu Trp Ser Asp Arg 

35 40 45 

Ser Val Leu Tyr Leu His Arg Ser Leu Ala Asp Leu Gly Arg Leu Trp 
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50 55 60 

Gin Arg Leu Arg Asp Ala Phe Pro Glu Asp Arg Ser Glu Leu Ala Gin 
65 70 75 80 

Gly Pro Leu Arg Gin Gly Leu Val Ala lie Lys Glu Ala His Asp lie 

85 90 95 

Glu Thr Arg Leu Asn Glu Val Glu Lys Leu Leu Lys Thr lie lie Ser 

100 105 110 

Met Pro Cys Lys Tyr Ser Arg Ser Glu Val Val Leu Thr Phe Phe Glu 

115 120 125 

Arg Ser Pro Leu Asp Gin Val Leu Lys Asn Asp Asn Val His Lys lie 

130 135 140 

Gin Pro Ser Phe Gin Ser Pro Val Lys lie Ser Glu lie Met Arg Ser 
145 150 155 160 

Asn Gly Phe Cys Leu Ala Asn Thr Glu Thr lie Val lie Asp His Ser 

165 170 175 

lie Pro Asn Gly Arg Asp Gin Gin Leu Gly Val Asp Pro Thr Glu His 

180 185 190 

Leu Phe Glu Asn Gly Ser Glu Phe Pro Ser Glu Leu Glu Asp Gly Asp 

195 200 205 

Asp Pro Ala Ala Tyr Val Thr Asn Leu Ser Tyr Tyr His Leu Val Pro 

210 215 220 

Phe Glu Thr Asp lie Trp Asp 
225 230 

<210> 4145 

<211> 400 

<212> DNA 

<213> Homo sapiens 

<400> 4145 

nnaacccttg agatgctggc tggagaccct ctactctcag aagacccaga acctgacaag 
60 

acccctgcag ccactgttac caacgaagcc agctgttgga gcggcccctc cccagagggt 
120 

cctgtacccc tcacagggga ggaactggac ttgcggctca ttcggacaaa ggggggtgtg 
180 

gacgcagccc tggaatatgc caagacctgg agccgctatg ccaaggaact gcttgcctgg 
240 - 
actgaaaaga gagccagcta tgagctggag tttgctaaga gcaccatgaa gatcgctgaa 
300 

gctggcaagg tgtccattca acagcagagc cacatgcctc tgcagtacat ctacaccctg 
360 

tttctggagc acgatctcag cctgggaacc ctggccatgg 
400 

<210> 4146 

<211> 133 

<212> PRT 

<213> Homo sapiens 

<400> 4146 

Xaa Thr Leu Glu Met Leu Ala Gly Asp Pro Leu Leu Ser Glu Asp Pro 

1 5 10 15 

Glu Pro Asp Lys Thr Pro Ala Ala Thr Val Thr Asn Glu Ala Ser Cys 
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20 25 30 

Trp Ser Gly Pro Ser Pro Glu Gly Pro Val Pro Leu Thr Gly Glu Glu 

35 40 45 

Leu Asp Leu Arg Leu lie Arg Thr Lys Gly Gly Val Asp Ala Ala Leu 

50 55 60 

Glu Tyr Ala Lys Thr Trp Ser Arg Tyr Ala Lys Glu Leu Leu Ala Trp 
65 70 75 80 

Thr Glu Lys Arg Ala Ser Tyr Glu Leu Glu Phe Ala Lys Ser Thr Met 

85 90 95 

Lys lie Ala Glu Ala Gly Lys Val Ser lie Gin Gin Gin Ser His Met 

100 105 110 

Pro Leu Gin Tyr He Tyr Thr Leu Phe Leu Glu His Asp Leu Ser Leu 

115 120 125 

Gly Thr Leu Ala Met 
130 

<210> 4147 
<211> 4892 
<212> DNA 

<213> Homo sapiens . 
<400> 4147 

nnaaatgtag agaagcagcc gataaaatag cattgcctga agaagtttgg aggctgagag 
60 

cagcagtaga ctggccaact gcagagcaag ttgtttctcc agccgtgcgg tgcagcctca 
120 

tgcccccaac ccagcttagc cactgtaaga agacgttcac tgtacagacg accaaacttg 
180 

ccgtggaaga gacagttgtg agattccctt gcaaatttac atacgagaat ggcttgtgaa 
240 

atcatgcctc tgcaaagttc acaggaagat gaaagacctc tgtcaccttt ctatttgagt 
300 

gctcatgtac cccaagtcag caatgtgtct gcaaccggag aactcttaga aagaaccatc 
360 

cgatcagctg tagaacaaca tctttttgat gttaataact ctggaggtca aagttcagag 
420 

gactcagaat ctggaacact atcagcatct tctgccacat ctgccagaca gcgccgccgc 
480 

cagtccaagg agcaggatga agttcgacat gggagagaca agggacttat caacaaagaa 
540 

aatactcctt ctgggttcaa ccaccttgat gattgtattt tgaatactca ggaagtcgaa 
600 

aaggtacaca aaaatacttt tggttgtgct ggagaaagga gcaagcctaa acgtcagaaa 
660 

tccagtacta aactttctga gcttcatgac aatcaggacg gtcttgtgaa tatggaaagt 
720 

ctcaattcca cacgatctca tgagagaact ggacctgatg attttgaatg gatgtctgat 
780 

gaaaggaaag gaaatgaaaa agatggtgga cacactcagc attttgagag ccccacaatg 
840 

aagatccagg agcatcccag cctatctgac accaaacagc agagaaatca agatgccggt 
900 

gaccaggagg agagctttgt ctccgaagtg ccccagtcgg acctgactgc attgtgtgat 
960 
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gaaaagaact gggaagagcc tatccctgcf ttctcctcct ggcagcggga .gaacagtgac 
1020 

tctgatgaag cccacctctc gccgcaggct gggcgcctga tccgtcagct gctggacgaa 

1080 ■ 
gacagcgacc ccatgctctc tcctcggttc tacgcttatg ggcagagcag gcaatacctg 

1140 

gatgacacag aagtgcctcc ttccccacca aactcccatt ctttcatgag gcggcgaagc 
1200 

tcctctctgg ggtcctatga tgatgagcaa gaggacctga cacctgccca gctcacacga 
1260 

aggattcaga gccttaaaaa gaagatccgg aagtttgaag atagattcga agaagagaag 
1320 

aagtacagac cttcccacag tgacaaagca gccaatccgg aggttctgaa atggacaaat 
1380 

gaccttgcca aattccggag acaacttaaa gaatcaaaac taaagatatc tgaagaggac 
1440 

ctaactccca ggatgcggca gcgaagcaac acactcccca agagttttgg ttcccaactt 
1500 

gagaaagaag atgagaagaa gcaagagctg gtggataaag caataaagcc cagtgttgaa 
1560 

gccacattgg aatctattca gaggaagctc caggagaagc gagcggaaag cagccgccct 
1620 

gaggacatta aggatatgac caaagaccag attgctaatg agaaagtggc tctgcagaaa 
1680 

gctctgttat attatgaaag cattcatgga cggccggtaa caaagaacga acggcaggtg 
1740 

atgaagccac tatacgacag gtaccggctg gtcaaacaga tcctctcccg agctaacacc 
1800 

atacccatca ttggttcccc ctccagcaag cggagaagcc ctttgctgca gccaattatc 
1860 

gagggcgaaa ctgcttcctt cttcaaggag ataaaggaag aagaggaggg gtcagaagac 
1920 

gatagcaatg tgaagccaga cttcatggtc actctgaaaa ccgatttcag tgcacgatgc 
1980 

tttctggacc aattcgaaga tgacgctgat ggatttattt ccccaatgga tgataaaata 
2040 

ccatcaaaat gcagccagga cacagggctt tcaaatctcc atgctgcctc aatacctgaa 
2100 

ctcctggaac acctccagga aatgagagaa gaaaagaaaa ggattcgaaa gaaacttcgg 
2160 

gattttgaag acaacttttt cagacagaat ggaagaaatg tccagaagga agaccgcact 
2220 

cctatggctg aagaatacag tgaatataag cacataaagg cgaaactgag gctcctggag 
2280 

gtgctcatca " gcaagagaga cactgattcc aagtccatgt gaggggcatg gccaagcaca 
2340 

gggggctggc agctgcggtg agagtttact gtccccagag aaagtgcagc tctggaaggc 
2400 

agccttgggg ctggccctgc aaagcatgca gcccttctgc ctctagacca tttggcatcg 
2460 

gctcctgttt ccattgcctg ccttagaaac tggctggaag aagacaatgt gacctgactt 
2520 

aggcattttg taattggaaa gtcaagactg cagtatgtgc acatgcgcac J gcgcatgcac 
2580 
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gcacacacac acacagtagt 
2640 

gacaacactc atctacagag 
2700 

accattctct gtctaactgt 
2760 

tgctgtggag ggccatgctc 
2820 

atttgctgcc gctgccattc 
2880 

gaaaggtttt ccccttcagc 
2940 

gcagtcatca tcttcaggat 
3000 

cctgcctagg accgggtcat 
3060 

tgattttaaa accaggtcat 
3120 

acttaccagt ctgattttat 
3180 

gtttggggct gttttgttgt 
3240 

acagaggatc ggggagagaa 
3300 

taattttttt aaaaaaaatc 
3360, 

agagctcagc ccaaggcaga 
3420 

aaaaaagaag tcatgctgtg 
3480 

tgtctatatt agacattttg 
3540 

tcagtgtgcc tgatgtcacc 
3600 

cagtgggttc tgtgtccacc 
3660 

gccacggctg accagagaag 
3720 

gaacacacag cagaggcacc 
3780 

ttaaggaaaa gaaaaagaat 
3840 

gagaaactgg ctggtccaat 
3900 

cagctctctt ctgtcagctg 
3960 

cttaatcgta tggaagcttg 
4020 

aagacggtac ataatcctac 
4080 

ctctactgtt tacattgcag 
4140 

tgcactttag gatgtttcct 
4200 



ggagctttcc taacactagc 
aatatacact gttcttccct 
gataaaaaca agctcaggac 
tccttggacc cagttaactg 
tagtgacctt tccacagagc 
cctcaggtag atggaagctg 
gtttcttcag gacttcctca 
ctgcagagga cagagagatg 
gggagaagag cctggagatt 
cgtcaaacac caagccaggc 
ggcactagcc aaacataaag 
ggggcctgtg ttctcagcct 
tgcactaaaa tccccaaact 
atctaaatca cactattttc 
tggccaatta taattttttt 
gagggaccag gaaatgtaag 
tcatgatttg ctgttacttt 
tttgtgcttt gcgaggccga 
gtgcttcagg agctctgcct 
ctcgtatgtt ttgaaagttg 
gtaaaactat actgacecgt 
gggatttaca gcaacatttt 
aatgttaagg atggggaaaa 
agctatgtgt tggaagtgcc 
aggtttaaat gtacataaaa 
attgctataa tttcaaggag 
atttttgaaa tctgaacatg 



agagattaat cactacatta 
ggataactga gaaacaagag 
tttattctat agagcaaact 
caaacgtgca ttggagccct 
tgcgccttcc tcacgtgtgt 
catctgccca cgatggcagt 
gctgacaagg aattttggtc 
gtaagcagct gtatgaatgc 
ctttcctgaa cactgactgc 
tagcatgctc atggcaatct 
gggcttaagt cagcctgcat 
cctgagtact taccagagtt 
gacaggtaaa tgtagccctc 
gagatcatgt ataaaaagaa 
caaagacttt gtcacaaaac 
acaccaaatc ctccatctct 
tttaactcct gcgccaagga 
gcccaggcat ctgctcgcct 
tagacgacgt gttacagtat 
ccttctgaaa gggcacagtt 
tttcagtttt aaagggtcgt 
ccattgctga agtgaggtag 
agaatgcctt taagtttgct 
ctggttttaa tccatacaca 
atatagtttg gaattctttg 
tgagattata aataaaatga 
aatcattcac atgaccaaaa 
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attgtgtttt tttaaaaata catgtctagt ctgtccttta atagctctct taaataagct 
atgLattaa tcagatcatt accagttagc ttttaaagca catttgttta agactatgtt 
tJtggaaaaa tacgctacag aatttttttt taagctacaa ataaatgaga tgctactaat 
tgttttggaa tctgttgttt ctgccaaagg taaattaact aaagatttat tcaggaatce 
ccatttgaat ttgtatgatt caataaaaga aaacaccaag taagttatat aaaataaatt 
gtgtatgaga tgttgtgttt tcctttgtaa tttccactaa ctaactaact aacttatatt 
cttcatggaa tggagcccag aagaaatgag aggaagccct tttcacacta gatcttattt 
gaagaaatgt ttgttagtca gtcagtcagt ggtttctggc tctgccgagg gagatgtgtt 

ccccagcaac catttctgca gcccagaatc tcaaggcact agaggcggtg ■ tcttaattaa ! 

ttggcttcac aaagacaaaa tgctctggac tgggattttt cctttgctgt gttgggaata 

UStttatt aattagcaca tgccaacaaa ataaatgtca agagttattt cataagtgta 

4860 

agtaaactta agaatcnaag agtgccgact ta 
4892 

<210> 4148 

<211> 697 

<2X2> PRT 

<213> Homo sapiens 



MetVa'cys Glu lie Met Pro Leu Gin Ser Ser Gin Gl« Asp Glu Arg 

Pro Leu Ser Pro Phe Tyr Leu Ser Ala His Val Pro Gin Val Ser Asn 

Val Ser Ala Thr Gly Glu Leu Leu Glu Arg Thr lie ArgSer Ala Val 

G1 u Gin His Leu Phe Asp Val Asn Asn Ser Gly Gly Gin Ser Ser Glu 

Asp ser Glu Ser Gly Thr Leu Ser Ala Ser Ser Ala Thr Ser Ala Arg 

Gin Arg Arg Arg Gin Ser Lys Glu Gin Asp Glu Val Arg His Gly Arg 

As p Lys Gly Leu lie Asn Lys Glu Asn Thr Pro Ser Gly Phe Asn His 
100 105 
• ^Leu Asp Asp Cys He Leu Asn Thr Gin Glu Val Glu Lys Val His Lys 

115 120 

Asn Thr Phe Gly Cys Ala' Gly Glu Arg Ser Lys Pro Lys Arg Gin Lys 
Ser Ser Thr Lys Leu Ser Gil Leu His Asp Asn Gin Asp Gly Leu Val 
A sn Met Glu Ser Leu Asn Ser Thr Arg Ser His Glu Arg Thr Gly Pro 
Asp Asp Phe Glu TrP Met Ser Asp Glu Arg Lys Gly Asn Glu Lys Asp 
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180 185 190 

Gly Gly His Thr Gin His Phe Glu Ser Pro Thr Met Lys lie Gin Glu 

195 200 205 

His Pro Ser Leu Ser Asp Thr Lys Gin Gin Arg Asn Gin Asp Ala Gly 

210 215 220 

Asp Gin Glu Glu Ser Phe Val Ser Glu Val Pro Gin Ser Asp Leu Thr 
225 1 230 235 240 

Ala Leu Cys Asp Glu Lys Asn Trp Glu Glu Pro lie Pro Ala Phe Ser 

245 250 255 

Ser Trp Gin Arg Glu Asn Ser Asp Ser Asp Glu Ala His Leu Ser Pro 

260 265 270 

Gin Ala Gly Arg Leu lie Arg Gin Leu Leu Asp Glu Asp Ser Asp Pro 

275 280 285 

Met Leu Ser Pro Arg Phe Tyr Ala Tyr Gly Gin Ser Arg Gin Tyr Leu 

290 295 300 

Asp Asp Thr Glu Val Pro Pro Ser Pro Pro Asn Ser His Ser Phe Met 
305 310 315 320 

Arg Arg Arg Ser Ser Ser Leu Gly Ser Tyr Asp Asp Glu Gin Glu Asp 

325 330 335 

Leu Thr Pro Ala Gin Leu Thr Arg Arg He Gin Ser Leu Lys Lys Lys 

340 345 350 

He Arg Lys Phe Glu Asp Arg Phe Glu Glu Glu Lys Lys Tyr Arg Pro 

355 360 365 

Ser His Ser Asp Lys Ala Ala Asn Pro Glu Val Leu Lys Trp Thr Asn 

370 375 380 

Asp Leu Ala Lys Phe Arg Arg Gin Leu Lys Glu Ser Lys Leu Lys He 
385 390 395 400 

Ser Glu Glu Asp Leu Thr Pro Arg Met Arg Gin Arg Ser Asn Thr Leu 

405 410 415 

Pro Lys Ser Phe Gly Ser Gin Leu Glu Lys Glu Asp Glu Lys Lys Gin 

420 425 430 

Glu Leu Val Asp Lys Ala lie Lys Pro Ser Val Glu Ala Thr Leu Glu 

435 440 445 

Ser He Gin Arg Lys Leu Gin Glu Lys Arg Ala Glu Ser Ser Arg Pro 

450 455 460 

Glu Asp He Lys Asp Met Thr Lys Asp Gin He Ala Asn Glu Lys Val 
465 470 475 480 

Ala Leu Gin Lys Ala Leu Leu Tyr Tyr Glu Ser He His Gly Arg Pro 

485 490 495 

Val Thr Lys Asn Glu Arg Gin Val Met Lys Pro Leu Tyr Asp Arg Tyr 

500 505 510 

Arg Leu Val Lys Gin He Leu Ser Arg Ala Asn Thr lie Pro lie He 

515 520 525 

Gly Ser Pro Ser Ser Lys Arg Arg Ser Pro Leu Leu Gin Pro He He 

530 535 540 

Glu Gly Glu Thr Ala Ser Phe Phe Lys Glu He Lys Glu Glu Glu Glu 
545 550 555 560 

Gly Ser Glu Asp Asp Ser Asn Val Lys Pro Asp Phe Met Val Thr Leu 

565 570 575 

Lys Thr Asp Phe Ser Ala Arg Cys Phe Leu Asp Gin Phe Glu Asp Asp 

580 585 590 

Ala Asp Gly Phe He Ser Pro Met Asp Asp Lys He Pro Ser Lys Cys 

595 , 600 60S 

Ser Gin Asp Thr Gly Leu Ser Asn Leu His Ala Ala Ser He Pro Glu 
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610 615 620 

Leu Leu Glu His Leu Gin Glu Met Arg Glu Glu Lys Lys Arg lie Arg 
625 630 635 640 

Lys Lys Leu Arg Asp Phe Glu Asp Asn Phe Phe Arg Gin Asn Gly Arg 

645 650 655 

Asn Val Gin Lys Glu Asp Arg Thr Pro Met Ala Glu Glu Tyr Ser Glu 

660 665 670 

Tyr Lys His lie Lys Ala Lys Leu Arg Leu Leu Glu Val Leu lie Ser 

675 680 685 

Lys Arg Asp Thr Asp Ser Lys Ser Met 
690 695 

<210> 4149 
<211> 1396 
<212> DNA 

<213> Homo sapiens 
<400> 4149 

nacaggggaa ataccgcggc gccggtagtt gctgtggttt ccgttctgag ctcgcagctt 
60 

aggagctgaa gatcgcggac ttagcgttgc cgcgtccgag tccggccatc agtggctgca 
120 

gatccggagg ccaggagctc aaccaccctt cttcggaaca gggccggcct gctgctgtgc 
180 

cctcgacgct cggtgcctgt atctactccg gggcctaggt cggctccggg ggcggcttag 
240 

gagaaggccg ccggcgagat gttcaaaaac acgttccaga gcggcttcct ctccatcctc 
300 

tacagcatcg gcagcaagcc tctgcaaatc tgggacaaaa aggtacggaa tggccacatc 
360 

aaaagaatca ctgataatga catccagtcc ctggtgctag agattgaagg gacaaatgta 
420 

agcaccacat atatcacatg ccctgcagac cccaagaaga cgctgggaat taaacttcct 

480 

ttccttgtca tgattatcaa aaacctgaag aagtatttta ccttcgaagt gcaggtacta 
540 

gatgacaaga atgtgcgtcg tcgctttcgg gcaagtaact accagagcac cacccgggtc 
600 

aaacccttca tctgcaccat gcccatgcgg ctggatgacg gctggaacca gattcagttc 
660 

aacttgctag acttcacacg gcgagcatac ggcaccaatt acatcgagac cctcagagtg 
720 

cagatccatg caaattgtcg catccgacgg gtttacttct cagacagact ctactcagaa 
780 

gatgagctgc cggcagagtt caaactgtat ctcccagttc agaacaaggc aaagcaataa 
840 

ctggaattgt gactcgaggg atagacccct ggatgtgact cttcttttta aaaggaaact 
900 

atgtggagga cgatgcaaaa acatatttat cttagtttgc tctgctgtag ttctgttatt 
960 

tatacttggt gttgcttgtc atggacaccg gtgaacatgc cgtaactctg tgactgcatt 
1020 

gtaagtgcag tgggggtaag cagtcctgtg agtggcgcat gaacgctgga gcttattccg 
1080 
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ccgcctgccc cagtgtgggg ggagatacct ttaccatgaa cttacagaat taaagatggc 
1140 

ccataaggaa ttccagacca atatttcttc ctgcggttta ttctatgttt tatatattat 
1200 

ctaaatatat gtatatgctg tgtcatactc ataatctgga aatgaataaa gtgatatatt 
1260 

cctggtttgt aaaaaaaaaa aaaaaatttg ctataaaatg agaagtctca ctgatagagg 
1320 

ttctttattg ctcatttttt aaaaaatgga ctcttgaaat ctgttaaaat aaaattgtac 
1380 

atttggaaaa aaaaaa 
1396 . 

<210> 4150 
<211> 193 
<212> PRT 

<213 > Homo sapiens 
<400> 4150 

Met Phe Lys Asn Thr Phe Gin Ser Gly Phe Leu Ser lie Leu Tyr Ser 

1 5 10 15 

lie Gly Ser Lys Pro Leu Gin lie Trp Asp Lys Lys Val Arg Asn Gly 

20 25 30 

His lie Lys Arg lie Thr Asp Asn Asp lie Gin Ser Leu Val Leu Glu 

35 40 45 

lie Glu Gly Thr Asn Val Ser Thr Thr Tyr lie Thr Cys Pro Ala Asp 

50 55 60 

Pro Lys Lys Thr Leu Gly lie Lys Leu Pro Phe Leu Val Met lie lie 
65 70 75 80 

Lys Asn Leu Lys Lys Tyr Phe Thr Phe Glu Val Gin Val Leu Asp Asp 

85 90 95 

Lys Asn Val Arg Arg Arg Phe Arg Ala Ser Asn Tyr Gin Ser Thr Thr 

100 105 110 

Arg Val Lys Pro Phe lie Cys Thr Met Pro Met Arg Leu Asp Asp Gly 

115 120 125 

Trp Asn Gin lie Gin Phe * Asn Leu Leu Asp Phe Thr Arg Arg Ala Tyr 

130 135 140 

Gly Thr Asn Tyr lie Glu Thr Leu Arg Val Gin lie His Ala Asn Cys 
145' 150 155 160 

Arg lie Arg Arg Val Tyr Phe Ser Asp Arg Leu Tyr Ser Glu Asp Glu 

165 170 175 

Leu Pro Ala Glu Phe Lys Leu Tyr Leu Pro Val Gin Asn Lys Ala Lys 
180 185 190 

Gin 



<210> 4151 

<211> 1372 

<212> DNA 

<213> Homo sapiens 

<400> 4151 

ttatattttt tttttttttt tttttttttt cacggacaga cagggtcgtt tgtcacagca 
60 
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gagaagcacc tcacggctcc tacccgcact catcgcggac agtgcctgca gcgggagcgg 
120 

cgcgagcacc ctccccagat gaaaacacca gcaccaggag gtgggccgta gcccaggctg 
180 . 

agggaggagg ctgggggctg gggctcaggg ccccccccgg gccacagcgc caccctgagt 
240 

ggccctgaaa atagtgcaca gtgctgggta ctgccccggc tggaggcacc tagttgttga 
300 

gcattccggc cacaggccac ccgctggccc ttccttggtg tggcacgaga ccacgggcac 
360 

ttgcaggagc tccctgcatg ctgttttgtg ctttggtctc agggagcacc ctcctacctc 
420 

ggggtcccag agtgggcagc cgggcaggtg tgaacagtgt gacaagggta ccgtggggca 
480 

cctggtagtg ccaacccaga ggggcagccg gtgctcctgg tggtgtggca gcaacagtta 
540 

caaactcacc ccaagtccaa accccagaaa tcctgtttct ctggccctcc gggtccagaa 
6.00 

tgccctgcac tgcctcctgg cctcaggggc tgctgcggtg gtgggaaggc tgcccagcag 
660 

tgaggaaggc gagtgcaggg gctgcggccg . cggtcagaga aggagagaca ccagcagagg 
720 

acgcgaagct ggaccggcca ggttcagagc ccgcctcggt tgctcccaat cagaatctgc 
780 

■ tttgtgctcc acggcctcca agcactttca tgagcgttct gctcctacgt ggccaggtcc 
840 

taccttccct gacggctctg gccaggccag ctcggtttcc ctctaaccca tgaggcctgg 
900 

gg gggctgtg acagaggctg gaaccgcggc cagagcccag gggcaggccc gcctggtcac 
960 

agcaggatga ggctggggtg gcgcagctgc cggtacacct gtagcagcct ctgggcggtg 
1020 

gcacaggagc' tggcctcatc ctccgtgcag agccggtcgc gcagggtctg cacctcccgc 
1080 

■agcagtgtct cgtggttggc gtggatctgg cggaggtact gcacacggag atcaggagcg 
1140 

ctggagccct gggcggcctg ctctgtc'acc atcgtctgca tgcgcccgac aacggcatgg 
1200 - 

tgcgccctgc aaatgtcggc cagagaggag ctttccactt gaatctccac ggcctggatg 
1260 

gcgctgctgg gcacaggtcg gtcatggcca cctctcggac gatgaggtga acgtt.ggcgc 
1320 

catcaggggc cactccctgg atggaagata gtgctcgggc cctcacgacg tc 
1372 

<210> 4152 
<211> 97 
<212> PRT 

<213> Homo sapiens 
<400> 4152 

Met Pro Cys Thr Ala Ser Trp Pro Gin Gly Leu Leu Arg Trp Trp Glu 

1 5 10 15 

Gly Cys Pro Ala Val Arg Lys Ala Ser Ala Gly Ala Ala Ala Ala Val 
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20 25 30 

Arg Glu Gly Glu Thr Pro Ala Glu Asp Ala Lys Leu Asp Arg Pro Gly 

35 40 45 

Ser Glu Pro Ala Ser Val Ala Pro Asn Gin Asn Leu Leu Cys Ala Pro 

50 55 60 

Arg Pro Pro Ser Thr Phe Met Ser Val Leu Leu Leu Arg Gly Gin Val 
65 70 75 80 

Leu Pro Ser Leu Thr Ala Leu Ala Arg Pro Ala Arg Phe Pro Ser Asn 
85 90 95 

Pro 



<210> 4153 
<211> 395 
<212> DNA 

<213> Homo sapiens 
<400> 4153 

tgatcagacc tgagtgaaca gaaggaaaga gcattttacc gatggtatca actgcttggg 
60 

aaatcctccg attggcaaga aaggctttga tttcctcttt tatcacactg ctgtccctcc 
120 

tcattaattc ttccacttta tcatttacat ctaggtcctc ttctgaggct tcaaaactgt 
180 

atgacctctg acccatgctg tttgcatgga agcgagttgg tgacatcttt ccattggatg 
240 

tagataatcg ctcattattc tccctcccat tttgattggt agtgcaaggc tgtggggaag 
300 

tatcataact gttgctaggt gacggggaca ttcccgaatg ctgcgtctgt gtggaagctg 
360 

tagctgtaga ggaagatgct gggacattgt tagtn 
395 

<210> 4154 
<211> 110 
<212> PRT 

<213> Homo sapiens 
<400> 4154 



Met 


Ser 


Pro 


Ser 


Pro 


Ser 


Asn 


Ser 


Tyr 


Asp 


Thr 


Ser 


Pro 


Gin 


Pro 


Cys 


1 








5 










10 










15 




Thr 


Thr 


Asn 


Gin 


Asn 


Gly 


Arg 


Glu 


Asn 


Asn Glu Arg 


Leu 


Ser 


Thr 


Ser 








20 










25 










3 0 






Asn 


Gly 


Lys 
35 


Met 


Ser 


Pro 


Thr 


Arg 
40 


Phe 


His 


Ala 


Asn 


Ser 
45 


Met 


Gly 


Gin 


Arg 


Ser 
50 


Tyr 


Ser 


Phe 


Glu 


Ala 
55 


Ser 


Glu 


Glu 


Asp 


Leu 
60 


Asp 


Val 


Asn 


Asp 


Lys 


Val 


Glu 


Glu 


Leu 


Met 


Arg 


Arg 


Asp 


Ser 


Ser 


Val 


He 


Lys 


Glu 


Glu 


65 










70 










75 










80 


lie 


Lys 


Ala 


Phe 


Leu 
85 


Ala 


Asn 


Arg 


Arg 


He 
90 


Ser 


Gin 


Ala 


Val 


Asp 
95 


Thr. 


lie 


Gly 


Lys 


Met 
100 


Leu 


Phe 


Pro 


Ser 


Val 
105 


His 


Ser 


Gly 


Leu 


He 
110 
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<210> 4155 

<211> 1191 

<212>. DNA 

<213> Homo sapiens 

<400> 4155 

aggcccgagc cgcagggaaa gcggcgcggg ccgggcgggg cgcggcgccc agagctcagg 
60 

gggagacaaa ggggaccggt tcctctctag gcgccaagat gtggatacag gttcgcacca 
120 

ttgatggctc caagacgtgc accattgagg acgtgtctcg caaagccacg attgaggagc 
180 

tgcgcgagcg ggtgtgggcg ctgttcgacg tgcggcccga atgccagcgc ctcttctacc 
240 

ggggcaagca gttggaaaat ggatatacct tatttgatta tgatgttgga ctgaatgata 
300 

taattcagct gctagttcgc ccagaccctg atcatcttcc tggcacatct acacagattg 
360 

aggctaaacc ctgttctaat agtccaccta aagtaaagaa agctccgagg gtaggacctt 
420 

ccaatcagcc atctacatca gctcgtgccc gtcttattga tcctggcttt ggaatatata 
480 

agatacccag aaagcggtac tctagaaatg aatgtcaagg atcttagacc acgagctaga 
540 

accattttga aatggaatga actaaatgtt ggtgatgtgg taatggttaa ttataatgta 
600 

gaaagtcctg gacaaagagg attctggttt gatgcagaaa ttaccacatt gaagacaatc 
660 

tcaaggacca aaaaagaact tcgtgtgaaa attttcctgg ggggttctga aggaacatta 
720 

aatgactgca agataatatc tgtagatgaa atcttcaaga ttgagagacc tggagcccat 
780 

cccctttcat ttgcagatgg aaagttttta aggcgaaatg accctgaatg tgacctgtgt 
840 

ggtggagacc cagaaaagaa atgtcattct tgctcctgtc gtgtatgtgg tgggaaacat 
900 

gaacccaaca tgcagcttct gtgtgatgaa tgtaatgtgg cttatcatat ttactgtctg 
960 

aatccacctt tggataaagt cccagaagag gaatactggt attgtccttc ttgtaaaact 
1020 

gattccagtg aagttgtaaa ggctggtgaa agactcaaga tgagtaaaaa gaaagcaaag 
1080 

atgccgtcag ctagtactga aagccgaaga gactgaggca ggggagggga ggggagggaa 
1140 

tgaggcagct ctaggatcta tactgtagct aataaaatgt aaaaacacct g 
1191 

<210> 4156 

<211> 233 

<212> PRT 

<213> Homo sapiens 

<400> 4156 

Asp Leu Pro lie Ser His Leu His Gin Leu Val Pro Val Leu Leu He 
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1 








5 










10 










15 




Leu 


Ala 


Leu 


Glu 


Tyr 


He 


Arg 


Tyr 


Pro 


Glu 


Ser 


Gly Thr 


Leu 


Glu 


Met 








20 










2 5 










30 






Asn 


Val 


Lys 


Asp 


Leu Arg 


Pro Arg Ala Arg 


Thr 


He 


Leu 


Lys 


Trp 


Asn 






35 










40 










45 








Glu 


Leu 


Asn 


Val 


Gly Asp Val 


Val 


Met 


Val 


Asn 


Tyr 


Asn 


Val 


Glu 


Ser 




50 










55 










60 










Pro Gly Gin Arg 


Gly 


Phe 


Trp 


Phe 


Asp 


Ala 


GlU 


He 


Thr 


Thr 


Leu 


Lys 


65 










70 










75 










80 


Thr 


lie 


Ser 


Arg 


Thr 


Lys 


Lys 


Glu 


Leu 


Arg 


Val 


Lys 


lie 


Phe 


Leu 


Gly 










85 










90 










95 




Gly 


Ser 


Glu 


Gly 


Thr 


Leu 


Asn 


Asp 


Cys 


Lys 


He 


lie 


Ser 


Val 


Asp 


Glu 








100 










105 










110 






lie 


Phe 


Lys 


He 


Glu 


Arg 


~Pro Gly Ala 


His 


Pro 


Leu 


Ser 


Phe 


Ala 


Asp 






115 










120 










125 








Gly 


Lys 


Phe 


Leu 


Arg 


Arg 


Asn 


ASp 


Pro 


Glu 


Cys 


Asp 


Leu 


Cys 


Gly 


Gly 




130 










135 










14 0 










Asp 


Pro 


Glu 


Lys 


Lys 


Cys 


His 


Ser 


Cys 


Ser 


Cys 


Arg 


Val 


Cys Gly 


Gly 


145 










150 










155 










160 


Lys 


His 


Glu 


Pro 


Asn 


Met 


Gin 


Leu 


Leu 


Cys 


Asp 


Glu 


Cys 


Asn 


Val 


Ala 








165 










170 










175 




Tyr 


His 


lie 


Tyr 


Cys 


Leu 


Asn 


Pro 


Pro 


Leu 


Asp 


Lys 


Val 


Pro 


Glu 


Glu 








180 










185 










190 






Glu 


Tyr 


Trp 


Tyr 


Cys 


Pro 


Ser 


Cys 


Lys 


Thr 


Asp 


Ser 


Ser 


Glu 


Val 


Val 






195 










200 










205 








Lys 


Ala 


Gly Glu 


Arg 


Leu 


Lys 


Met 


Ser 


Lys 


Lys 


Lys 


Ala 


Lys 


Met 


Pro 




210 










215 










220 










Ser 


Ala 


Ser 


Thr 


Glu 


Ser 


Arg 


Arg 


Asp 

















225 230 



<210> 4157 
<211> 3460 
<212> DNA 

<213> Homo sapiens 
<400> 4157 

cattagtatc cgcagagatt cgaggacatg ccgttgacct tgttacagga ctggtgtcgg 
60 

ggggaacacc tgaacacccg gaggtgcatg ctcatcctgg ggatccccga ggactgtggc 
120 

gaggatgagt ttgaggagac actccaggag gcttgcaggc acctgggcag atacagggtg 
180 

attggcagga tgtttaggag ggaggagaac gcccaggcga ttctactgga gctggcacaa 
240 

gatatcgact atgctttgct cccaagggaa ataccaggaa agggggggcc ctgggaagtg 
300 

attgtaaaac cccgtaactc agatggggaa tttctcaaca gactgaaccg cttcttagag 
360 

gaggagaggc ggaccgtgtc agatatgaac cgagtcctcg ggtcggacac caattgttcg 
420 

gctccaagag tgactatatc accagagttc tggacctggg cccagactct gggggcagca 

480 

gtgcagcctc tgctagaaca aatgttgtac cgagaactaa gagtgttttc tgggaacacc 
540 
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atatccatcc caggtgcact 
600 

cagatgtggc aggtgcccga 
660 

cctgctctcc aggtggtcag 
720 

tgcctggctg ccttgcagca 
780 

aagttgtgta aagcctatca 
840 

gaacccctgc tccaaagagc 
900 

actcgcctga aacgagtctt 
960 

aagctgatga aacagcgaag 
1020 

gaggaggagg aatgggaggc 
1080 

gtagccccaa ggccacctgc 
1140 

ggcaacagtt ttgatgcgag 
1200 

caccgaaggg gtggtgtggc 
1260 

acattctgct atagctgtgg 
1320 

aacctgctct tggtaaagca 
1380 

gcttgggaca agagccatcc 
1440 

tttcctacca cagcccaagg 
1500 

gacaaacagc agatgagttg 
1560 

cttctcaccc. ttggccagct 
1620 

tcagtggggg tcaggtccag 
1680 

gcatccagca catggggtgc 
1740 

gaagg t acgg c tggggg 1 1 c 
1800 

gactttgagc tgaacatgcc 
1860 

tggggcctgc ccctgccagc 
1920 

aaagccctgc aggggaggcc 
1980 

aggggagccc caggaaggca 
2040 

aaggccccgg gagcccagtg 
2100 

gagaagaccc ccagcagggg 
2160 



ggcctttgat gcctggcttg 
gggggaaaag aggcggaggc 
tgggctccgg gccagcaatg 
ggtgttcgga cctgtggaga 
ggaggcagga gagaaagtat 
tgtagaaaac aatgtggtat 
aagtggggcc acccttcctg 
gaagcctcct ggtttcctgg 
cactttaggt ccagataggg 
caggatcact ggggttgggg 
gccttcccag ggctaccggc 
^^gggctggc tctcgaggct 
ggaagacggc cacatcaggg 
gaagaaacag gctgcagttg 
caagtccaag gccaagtagg 
agacaaaaga gatattggga 
agtggggcag agggacaggg 
ggaagggact ttcagcaacc 
gtccccgaag aggtgctgga 
ctgggcctca gatggggacc 
tgtcctgctc atccaaccac 
cactggcccc caggccacat 
aggtgccagg gctggtgagg 
acagggtcca tcccgtcttc 
gcaccctgga ggccctgtgc 
ccagccagag gttgtgcagg 
tactgggtac ccggcaggcc 



agcacaccac tgagatgcta 
tgatggaatg cttacggggc 
cttccataac tgtggaggag 
gccataaaat tgcccaggtg 
ctagctttgt gttacgtttg 
cacgtagaaa cgtgaatcag 
acaaactccg agataagctt 
ccctggtgaa gctcctgcgt 
agagtctgga ggggctggaa 
cagtacctct ccctgcctct 
gccggagggg cagaggccaa 
caagaaaacg gaaacgccac 
tacagtgcat caacccctcc 
agtcgggaaa cgggaactgg 
ctcgggagaa cagggcaaca 
ggaggggaaa gagaagccca 
cagccagacc aaggccaagc 
aagaccacct ggcaacaggc 
gaggaaagca gggagccact 
ccaaagaagc agaagctgaa 
ccctaaatac ccaccctgtg 
gggacctgga ggagcctacc 
aagagctggg gggcagaggt 
aggatcatct acactgcact 
cagtgaggac aggagaccct 
caaggagacc aaagattgat 
agtgccctca cagttgactt 
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ggaccagggt ggctgtgaag ggaagtcttt gttgcaaagg aggaggagga aaagggagga 
2220 

cttggtaggg ttttgtttct tctgcttgtt tctgtacagg gccaccagac tcctggagag 
2280 

atcaagcaag gagaacctgg ggctgccatg gccaaagcaa ctcaacagat gccaatgcca 
2340 

attccaaggc cagccacaac cctgccacct tggggaatcc agcctggagg catcccctaa 
2400 

gcagccagcc atggcctggg tggaggcacc tgaagacgtc tgtcccaaac tcccccagcc 
2460 

ctgagctggg agatgacagg gggaaagagg ccctctcaag ggtgccagat gcctgggtct 
2520 

cccaagaggg gtcccccaac tcaccgttcc cgggacaggc tgccccctgt tccaggaagc 
2580 

tcatcctcac ctgtgtaggc ccctgtagtg acccacgcgt ccagcagacg cccacccacc 
2640 - - - 

gctagccgtt gttcctgtgc aaagtagtgt gctatgcacc cacccaggtg gccgcctctg 
2700 

ggcccaaggc acatgctgtg agcttcctgt gagcccaggc tctgctcact gctgtcccgc 
2760 

gtcatgagca ccacctctgc tttccctgtg tagatctagg ccagtggctg cttgtttttg 
2820 

tggagctgtg tgtgttcttc tctgagcagc tcctccccgg agtcccccag cacagtccca 
2880 

ggagatgaca ggaaggaagg caccagggca aggcggacgc tcaccctgtg accacgatgg 
2940 

tgaccgtgac tgtgggagga agaactggac ccaggacgga gtggggctgc cctgtctgag 
3000 

tttccccagt gaactttgtg ctttggtgtt ccacccctgt tgttactcat gactcagttt 
3060 

ccttgacctg gtagggtgtt ccctgctgtg ttttccagtg tcctgtgact gtcctgtgcg 
3120 

ggccataggg cagggccctg tcccagcaga tgggcttggg agggggctcc ctaaagccag 
3180 

tggacactgc cagagtctac cttcctggca agaggcagac cccggggccc tcaggaagga 
3240 

gggagttggc agcgggggct gcagcaggag taggagcaga tgaggcgtct tgccaggaac 
3300 

ctcaggagga gggggcccgg gacctgtgtg ggacctgtgt cctgtggtgg ccgtttgcag 
3360 

tttctctctg tgttgtgatt cccttctctt caacggtttc agtacgtgtt tctcttcaat 
3420 

aaacttcatt cagtgttcca aaaaaaaaaa aaaaaaaaaa 
3460 

<210> 4158 
<211> 463 
<212> PRT 

<213> Homo sapiens 
<400> 4158 

Met Pro Leu Thr Leu Leu Gin Asp Trp Cys Arg Gly Glu His Leu Asn 

15 10 15 

Thr Arg Arg Cys Met Leu lie Leu Gly lie Pro Glu Asp Cys Gly Glu 
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20 25 30 

Asp Glu Phe Glu Glu Thr Leu Gin Glu Ala Cys Arg His Leu Gly Arg 

35 40 45 

Tyr Arg Val lie Gly Arg Met Phe Arg Arg Glu Glu Asn Ala Gin Ala 

50 55 60 

He Leu Leu Glu Leu Ala Gin Asp He Asp Tyr Ala Leu Leu Pro Arg 
65 70 75 80 

Glu lie Pro Gly Lys Gly Gly Pro Trp Glu Val He Val Lys Pro Arg 

85 90 95 

Asn Ser Asp Gly Glu Phe Leu Asn Arg Leu Asn Arg Phe Leu Glu Glu 

, 100 105 HO 

Glu Arg Arg Thr Val Ser Asp Met Asn Arg Val Leu Gly Ser Asp Thr 

115 120 125 

Asn Cys Ser Ala Pro Arg Val Thr He Ser Pro Glu Phe Trp Thr Trp 

130 135 140 

Ala Gin Thr ,Leu Gly Ala Ala Val Gin Pro Leu Leu Glu Gin Met Leu 
145 150 155 160 

Tyr Arg Glu Leu Arg Val Phe Ser Gly Asn Thr lie Ser lie Pro Gly 

165 170 175 

Ala Leu Ala Phe Asp Ala Trp Leu Glu His Thr Thr Glu Met Leu Gin 

180 185 190 

Met Trp Gin Val Pro Glu Gly Glu Lys Arg Arg Arg Leu Met Glu Cys 

195 200 205 

Leu Arg Gly Pro Ala Leu Gin Val Val Ser Gly Leu Arg Ala Ser Asn 

210 215 220 

Ala Ser He Thr Val Glu Glu Cys Leu Ala Ala Leu Gin Gin Val Phe 
225 230 235 240 

Gly Pro Val Glu Ser His Lys He Ala Gin Val Lys Leu Cys Lys Ala 

245 250 255 

Tyr Gin Glu Ala Gly Glu Lys Val Ser Ser Phe Val Leu Arg Leu Glu 

260 265 270 

Pro Leu Leu Gin Arg Ala Val Glu Asn Asn Val Val Ser Arg Arg Asn 

275 280 285 

Val Asn Gin Thr Arg Leu Lys Arg Val Leu Ser Gly Ala Thr Leu Pro 

290 295 300 

Asp Lys Leu Arg Asp Lys Leu Lys Leu Met Lys Gin Arg Arg Lys Pro 
305 310 315 320 

Pro Gly Phe Leu Ala Leu Val Lys Leu Leu Arg Glu Glu Glu Glu Trp 

325 330 335 

Glu Ala Thr Leu Gly Pro Asp Arg Glu Ser Leu Glu Gly Leu Glu Val 

340 345 350 

Ala Pro Arg Pro Pro Ala Arg lie Thr Gly Val Gly Ala Val Pro Leu 

355 360 365 

Pro Ala Ser Gly Asn Ser Phe Asp Ala Arg Pro Ser Gin Gly Tyr Arg 

370 375 380 

Arg Arg Arg Gly Arg Gly Gin His Arg Arg Gly Gly Val Ala Arg Ala 
385 390 395 400 

Gly Ser Arg Gly Ser Arg Lys Arg Lys Arg His Thr Phe Cys Tyr Ser 

405 410 415 

Cys Gly Glu Asp Gly His_ lie Arg Val Gin Cys He Asn Pro Ser Asn 

420 425 430 

Leu Leu Leu Val Lys Gin Lys Lys Gin Ala Ala Val Glu Ser Gly Asn 

435 440 445 

Gly Asn Trp Ala Trp Asp Lys Ser His Pro Lys Ser Lys Ala Lys 
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450 455 

<210> 4159 

<211> 1491 

<212> DNA 

<213> Homo sapiens 

<400> 4159 

catcctagtc gtgcttgttg tgtgtaacct 
60 

aagtacagtt ctttatgtgt actttgtaag 
120 

ggagcaccgt ggagaatgga gagfctttctg 
180 

tgcctacccc tggttattgc taaaatgggt 
240 

ataggaagcg aggtgggttc tagatgcaaa 
300 

ttgtgatttt gtggcgttgg ggatgacaga 
360 

tcccacttga tgtattggaa agtgtggagc 
420 

gcactatttt 'cttccggtca gctcactgca 
480 

attcgagcaa tagaaaagtc tgtggtgcct 
540 

ccagactgtg ggaataagtt cagcatccgg 

600 

tctattatgt gcaagaagtg tatggagctc 
660 

agtgccagca aggagtccct gagcacccac 
720 

catggctccc gccgaggcag catcagcagc 
780 

aaggacgatg accggatccg ctgctgtaca 
840 

cagcagattg atgagaagga gcacacacct 
900 

ctttgcatgg agaaagttga ccagaaagct 
960 

aatgctgggg agacaaccta cagtctggaa 
1020 

aaagtgtatg agctgataga cgctttaagt 
1080 

gaccctccac cacatccaag caatttgcgg 
1140 

ctttttgtgc aggaaaagtt gcttggtttg 
1200 

gaactgaaaa agaaaaggaa ggaggaaatg 
1260 

gccctggagt cccagcgaag gcttgaggaa 
1320 

aacggggagg tggcatctct ccgcaggggc 
1380 





460 




yyo u uy | -y 


c tgggcatag 


tagcaagcac 


n r~" T\ n ^ ^ ^ Hal* 


gtggccagt t 


t tagggtcca 


l_ uy L L L- dy 


tcgt tgccct 


tacccatcct 




a a 3 rr ^ fT h f n 


craaa fccr exert t 


^ — j -» t- -a /-»/-• /-■» 
rtCUddUctU-CU. 


It (~ft~ r^cT'^ t~ ci t~ 

LM L- ' — ^ — d k_- y l— 


gaaat tgt t t 


tgagacttga 


ggaatgcaaa 


tgtgct aat t 


atgtatacat 


cacctggtta 


atttcatt tg 


tttgacagaa 


caaatactga 


gtctgcaaag 


tgggtcaacg 


accaggatgt 


c c c 1 1 1 c tg t 


aaccgccgcc 


accactgccg 




atcagccttc 


ccttggcaaa 


caacrc tcacc 


accagcccca gccagtcacc 


caacacrtcrtc 


atgagcagtg 


tcagctcggt 


cctggatgag 


cactgcaagg 


acacgctgct 


caagagagag 


gacatcgtga 


agctctacga 


gaaat tacga 


ccagaataca 


tcaggatggc 


agcatcatta 


catgccagtg 


accttcgagt 


ggaagtgcag 


aagaagatct 


taaccttggg 


cttgaaccag 


ctgcagagaa 


tgatcagata 


ctcagctaca 


atgtcactgc 


caaccaaaga 


acagtttgag 


gagaggaaga gggccgtgga 


gagacaagct 


aggcagagtg gcctggcttc 


tcgagcggcc 


cctgccccct 


tgaaaaaggc 


tgagggctgg 
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ctcccactgt caggaggtca ggggcagagt gaggactcag acccgctcct ccagcagatc 
1440 

cacaacatca catcattcat caggcaggcc aaggccgcgg ggccgcatgg g 
14 91 

<210> 4160 
<211> 360 
<212> PRT 

<213> Homo sapiens 
<400> 4160 

Phe His Leu Ala Leu Phe Ser Ser Gly Gin Leu Thr Ala Phe Asp Arg 

1 5 / 10 15 

Thr Asn Thr Glu Ser Ala Lys lie Arg Ala lie Glu Lys Ser Val Val 

20 25 30 

Pro Trp Val Asn Asp Gin Asp Val Pro Phe Cys Pro Asp Cys Gly Asn 

35 40 45 

Lys Phe Ser lie Arg Asn Arg Arg His His Cys Arg Leu Cys Gly Ser 

50 55 60 

lie Met Cys Lys Lys Cys Met Glu Leu lie Ser Leu Pro Leu Ala Asn 
65 70 75 80 

Lys Leu Thr Ser Ala Ser Lys Glu Ser Leu Ser Thr His Thr Ser Pro 

85 90 95 

Ser Gin Ser Pro Asn Ser Val His Gly Ser Arg Arg Gly Ser lie Ser 

100 105 110 

Ser Met Ser Ser Val Ser Ser Val Leu Asp Glu Lys Asp Asp Asp Arg 

115 120 125 

lie Arg Cys Cys Thr His Cys Lys Asp Thr Leu Leu Lys Arg Glu Gin 

130 135 140 

Gin He Asp Glu Lys Glu His Thr Pro Asp He Val Lys Leu Tyr Glu 
145 150 155 160 

Lys Leu Arg Leu Cys Met Glu Lys Val Asp Gin Lys Ala Pro Glu Tyr 

165 170 175 

He Arg Met Ala Ala Ser Leu Asn Ala Gly Glu Thr Thr Tyr Ser Leu 

180 185 190 

Glu His Ala Ser Asp Leu Arg Val Glu Val Gin Lys Val Tyr Glu Leu 

195 200 205 

He Asp Ala Leu Ser Lys Lys He Leu Thr Leu Gly Leu Asn Gin Asp 

210 215 220 

Pro Pro Pro His Pro Ser Asn Leu Arg Leu Gin Arg Met lie Arg Tyr 
225 230 235 240 

Ser Ala Thr Leu Phe Val Gin Glu Lys Leu Leu Gly Leu Met Ser Leu 

245 250 255 

Pro Thr Lys Glu Gin Phe Glu Glu Leu Lys Lys Lys Arg Lys Glu Glu 

260 265 270 

Met Glu Arg Lys Arg Ala Val Glu Arg Gin Ala Ala Leu Glu Ser Gin 

275 280 285 

Arg Arg Leu Glu Glu Arg Gin Ser Gly Leu Ala Ser Arg Ala Ala Asn 

290 295 300 

Gly Glu Val Ala Ser Leu Arg Arg Gly Pro Ala Pro Leu Lys Lys Ala 
305 310 315 320 

Glu Gly Trp Leu Pro Leu Ser Gly Gly Gin Gly Gin Ser Glu Asp Ser 

325 330 335 

Asp Pro Leu Leu Gin Gin He His Asn He Thr Ser Phe He Arg Gin 
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340 345 350 

Ala Lys Ala Ala Gly Pro His Gly 
355 360 

<210> 4161 

<211> 3316 

<212> DNA 

<213> Homo sapiens 

<400> 4161 

ctcctcctcc gtctcctcct ctctctctca tctgctgtgg ttatggcctg tcgctggagc 
60 

acaaaagagt ctccgcggtg gaggtctgcg ttgctcttgc ttttcctcgc tggggtgtac 
120 

ggaaatggtg ctcttgcaga acattctgaa aatgtgcata tttcaggagt gtcaactgct 
180 

tgtggagaga ctccagagca aatacgagca ccaagtggca taatcacaag cccaggctgg 
240 

ccttctgaat atcctgcaaa aatcaactgt agctggttca taagggcaaa cccaggcgaa 
300 

atcattacta taagttttca ggattttgat attcaaggat ccagaaggtg caatttggac 
360 

tggttgacaa tagaaacata caagaatatt gaaagttaca gagcttgtgg ttccacaatt 
420 

ccacctccgt atatctcttc acaagaccac atctggatta ggtttcattc ggatgacaac 
480 

atctctagaa agggtttcag actggcatat ttttcaggga aatctgagga accaaattgt 
540 

gcttgtgatc agtttcgttg tggtaatgga aagtgtatac cagaagcctg gaaatgtaat 
600 

aacatggatg aatgtggaga tagttccgat gaagagatct gtgccaaaga agcaaatcct 
660 

ccaactgctg ctgcttttca accctgtgct tacaaccagt tccagtgttt atcccgtttt 
720 ■ 

accaaagttt acacttgcct ccccgaatct ttaaaatgtg atgggaacat tgactgcctt 
780 

gacctaggag atgagataga ctgtgatgtg ccaacatgtg ggcaatggct aaaatatttt 
840 

tatggtactt ttaattctcc caattatcca gacttttatc ctcctggaag caattgcacc 
900 

tggttaatag acactggtga tcaccgtaaa gtcattttac gcttcactga ctttaaactt 
960 

gatggtactg gttatggtga ttatgtcaaa atatatgatg gattagagga gaatccacac 
1020 

aagcttttgc gtgtgttgac agcttttgat tctcatgcac ctcttacagt tgtttctfct 
1080 

tctggacaga taagggtaca tttttgtgct gataaagtga atgctgcaag gggatttaat 
1140 

gctacttacc aagtagatgg gttctgtttg ccatgggaaa taccctgtgg aggtaactgg 
1200 

gggtgttata ctgagcagca gcgttgtgat gggtattggc attgcccaaa tggaagggat 
1260 

gaaaccaatt gtaccatgtg ccagaaggaa gaatttccat gttcccgaaa tggtgtctgt 
1320 
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tatcctcgtt ctgatcgctg 
1380 

aactgctttt tttgccaacc 

1440 

agttgggtgt gtgattctca 
1500 

gtaatcgtgc ctacaagagt 
1560 

ttactcgtca tagcattggg 
1620 

agatcatttg aaacacagtt 
1680 

ccctcgtatg gacaattgat 
1740 

tgttcaccta atcaggcttc 
1800 

ggatttactt cagtcaggct 
1860 

tttaattttg caagatcacg 
1920 

gaggttgtcc ctagtcagag 
1980 

ttgttttccg tggagtctga 
2040 

gcatctggtg gggttgcagc 
2100 

gcgacagtag gagcatgtgc 
2160 

aatggaaggg atgtgacaag 
2220 

acaagtgcac tcagtcgtat 
2280 

tcaagttccc taagtcagaa 
2340 

agagaagatg atgatgatgt 
2400 

gatgtgaatg actgctccag 
2460 

agacaaccat ataatgcaac 
2520 

gagcgctgtg gtattgtcca 
2580 

aaaaacgaaa cgagtgatga 
2640 

agattgtata caagttggag 
2700 

gttttagttt aaaaagaaaa 
2760 

ggttaaattc gacaacttgt 
2820 

atgcatcaca tattgcatat 
2880 

atcctgatac tgtagttcac 
2940 



caactaccag aatcattgcc 
aggaaatttc cattgtaaaa 
agatgactgt ggtgatggca 
catcactgct gccgtcatag 
atgtacttgt aagctttatt 
gtcaagagtg gaagcagaat 
tgctcagggt ttaattccac 
tgttttggaa aatctgaggc 
tcctatggca ggcagatcaa 
tcattctggg tcattggctt 
taccagtaga gaacctgaga 
tgatacagac acagaaaatg 
tcctttgcct caaaaagtcc 
aagttcctca actcagagta 
tgtggaaccc ccaagtgtga 
gactcagggg ctacgctggg 
ccagagtcct ttgagacaac 
tgaaatgcta attccaattt 
acctcttctt gatcttgcct 
aaatcctgga gtaaggccaa 
cactgcccag ataccagaca 
tgaggctttg ttactttgtt 
caatatccgt ttattatttt 
aatgcagggt gatttcttat 
aactctatga acttagagtt 
tgttcaataa tggtcctttc 
tgtagaaatg tggctgctga 



caaatggctc agatgaaaaa 
acaatcgttg tgtgtttgaa 
gcgatgaaga aaattgccca 
ggagcctcat ctgtggcctg 
ctctgagaat gtttgaaaga 
tgttaagaag agaagctcct 
cagttgaaga ttttcctgtt 
tagcggtacg atctcagctt 
gcaacatttg gaaccgtatt 
tggtctcagc agatggagat 
gaaatcatac tcacagaagt 
agagaagaga tatggcagga 
ctcccacaac ggcagtagaa 
cccgaggtgg tcatgcagat 
gtccagcacg tcaccagctt 
tacgttttac attaggacga 
ttgataatgg ggtaagtgga 
ctgatggatc ttcagacttt 
cagatcaagg acaagggctt 
gtaatcgaga tggcccctgt 
cttgcttaga agtaacactg 
aggtacgaat cacataaggg 
gtaactttac agttaaacta 
tattatatgt tagcctgcat 
tactatttta gcagctaaaa 
atttgtttct gattgttttc 
aactcatttg attgtcattt 
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ttatctatcc tatgttaaat ggtttgtttt tacaaaataa taccttattt taattgaaac 
3000 

gtttatgctt ttgccaagca catcttgtaa cttaatatag ctagatgtta aggttgttaa 
3060 

tgtaccaaaa aaaaaaaccc ttatactcac ctgcgttttc atttgtttga catttgtcta 
3120 

ttattggata tcattatcat atgaacttgt cagtgggaaa caaactgtct aaaaatttat 
3180 

ctcttacgtt taacatacaa tcatgtgaga tttaggcaga gttcgataaa ttactggcaa 
3240 

aaacaaaact catttataaa gattttctaa tgttgacttt aatactctaa catggtacaa 
3300 

accanatggt aaaatc 
3316 

<210> 4162 
<211> 859 
<212> PRT 

<213> Homo sapiens 
<400> 4162 

Met Ala Cys Arg Trp Ser Thr Lys Glu Ser Pro Arg Trp Arg Ser Ala 

1 5 10 15 

Leu Leu Leu Leu Phe Leu Ala Gly Val Tyr Gly Asn Gly Ala Leu Ala 

20 25 30 

Glu His Ser Glu Asn Val His He Ser Gly Val Ser Thr Ala Cys Gly 

35 40 45 

Glu Thr Pro Glu Gin lie Arg Ala Pro Ser Gly He He Thr Ser Pro ' 

50 55 60 

Gly Trp Pro Ser Glu Tyr Pro Ala Lys He Asn Cys Ser Trp Phe He 
65 70 75 80 

Arg Ala Asn Pro Gly Glu He He Thr He Ser Phe Gin Asp Phe Asp 

85 90 95 

He Gin Gly Ser Arg Arg Cys Asn Leu Asp Trp Leu Thr He Glu Thr 

100 105 110 

Tyr Lys Asn He Glu Ser Tyr Arg Ala Cys Gly Ser Thr He Pro Pro 

115 120 125 

Pro Tyr He Ser Ser Gin Asp His He Trp He Arg Phe His Ser Asp 

130 135 140 

Asp Asn He Ser Arg Lys Gly Phe Arg Leu Ala Tyr Phe Ser Gly Lys 
145 150 155 160 

Ser Glu Glu Pro Asn Cys Ala Cys Asp Gin Phe Arg Cys Gly Asn Gly 

165 170 175 

Lys Cys He Pro Glu Ala Trp Lys Cys Asn Asn Met Asp Glu Cys Gly 

180 185 190 

Asp Ser Ser Asp Glu Glu He Cys Ala Lys Glu Ala Asn Pro Pro Thr 

195 200 205 

Ala Ala Ala Phe Gin Pro Cys Ala Tyr Asn Gin Phe Gin Cys Leu Ser 

210 215 220 

Arg Phe Thr Lys Val Tyr Thr Cys Leu Pro Glu Ser Leu Lys Cys Asp 
225 230 235 240 

Gly Asn He Asp Cys Leu Asp Leu Gly Asp Glu lie Asp Cys Asp Val 

245 250 255 

Pro Thr Cys Gly Gin Trp Leu Lys Tyr Phe Tyr Gly Thr Phe Asn Ser 
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260 265 270 

Pro Asn Tyr Pro Asp Phe Tyr Pro Pro Gly Ser Asn Cys Thr Trp Leu 

275 280 285 

lie Asp Thr Gly Asp His Arg Lys Val He Leu Arg Phe Thr Asp Phe 

290 295 300 

Lys Leu Asp Gly Thr Gly Tyr Gly Asp Tyr Val Lys He Tyr Asp Gly 
305 310 315 320 

Leu Glu Glu Asn Pro His Lys Leu Leu Arg Val Leu Thr Ala Phe Asp 

325 330 335 

Ser His Ala Pro Leu Thr Val Val Ser Ser Ser Gly Gin He Arg Val 

340 345 350 

His Phe Cys Ala Asp Lys Val Asn Ala Ala Arg Gly Phe Asn Ala Thr 

355 360 365 

Tyr Gin Val Asp Gly Phe Cys Leu Pro Trp Glu lie Pro Cys Gly Gly 

370 375 380 

Asn Trp Gly Cys Tyr Thr Glu Gin Gin Arg Cys Asp Gly Tyr Trp His 
385 390 395 400 

Cys Pro Asn Gly Arg Asp Glu Thr Asn Cys Thr Met Cys Gin Lys Glu 

405 410 415 

Glu Phe Pro Cys Ser Arg Asn Gly Val Cys Tyr Pro Arg Ser Asp Arg 

420 425 430 

Cys Asn Tyr Gin Asn His Cys Pro Asn Gly Ser Asp Glu Lys Asn Cys 

435 440 445 

Phe Phe Cys Gin Pro Gly Asn Phe His Cys Lys Asn Asn Arg Cys Val 

450 455 460 

Phe Glu Ser Trp Val Cys Asp Ser Gin Asp Asp Cys Gly Asp Gly Ser 
465 470 475 480 

Asp Glu Glu Asn Cys Pro Val He Val Pro Thr Arg Val He Thr Ala 

485 490 495 

Ala Val He Gly Ser Leu He Cys Gly Leu Leu Leu Val He Ala Leu 

500 505 510 

Gly Cys Thr Cys Lys Leu Tyr Ser Leu Arg Met Phe Glu Arg Arg Ser 

515 520 525 

Phe Glu Thr Gin Leu Ser Arg Val Glu Ala Glu Leu Leu Arg Arg Glu 

530 535 540 

Ala Pro Pro Ser Tyr Gly Gin Leu He Ala Gin Gly Leu He Pro Pro 
545 550 555 560 

Val Glu Asp Phe Pro Val Cys Ser Pro Asn Gin Ala Ser Val Leu Glu 

565 570 575 

Asn Leu Arg Leu Ala Val Arg Ser Gin Leu Gly Phe Thr Ser Val Arg 

580 585 590 

Leu Pro Met Ala Gly Arg Ser Ser Asn He Trp Asn Arg lie Phe Asn 

595 600 605 

Phe Ala Arg Ser Arg His Ser Gly Ser Leu Ala Leu Val Ser Ala Asp 

610 615 620 

Gly Asp Glu Val Val Pro Ser Gin Ser Thr Ser Arg Glu Pro Glu Arg 
625 630 635 640 

Asn His Thr His Arg Ser Leu Phe Ser Val Glu Ser Asp Asp Thr Asp 

645 650 655 

Thr Glu Asn Glu Arg Arg Asp Met Ala Gly Ala Ser Gly Gly Val Ala 

660 665 670 

Ala Pro Leu Pro Gin Lys Val Pro Pro Thr Thr Ala Val Glu Ala Thr 

675 680 685 

Val Gly Ala Cys Ala Ser Ser Ser Thr Gin Ser Thr Arg Gly Gly His 
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690 695 700 

Ala Asp Asn Gly Arg Asp Val Thr Ser Val Glu Pro Pro Ser Val Ser 
705 710 715 720 

Pro Ala Arg His Gin Leu Thr Ser Ala Leu Ser Arg Met Thr Gin Gly 

725 730 735 

Leu Arg Trp Val Arg Phe Thr Leu Gly Arg Ser Ser Ser Leu Ser Gin 

740 745 750 

Asn Gin Ser Pro Leu Arg Gin Leu Asp Asn Gly Val Ser Gly Arg Glu 

755 760 765 

Asp Asp Asp Asp Val Glu Met Leu lie Pro lie Ser Asp Gly Ser Ser 

770 775 780 

Asp Phe Asp Val Asn Asp Cys Ser Arg Pro Leu Leu Asp Leu Ala Ser 
785 790 795 800 . 

Asp Gin Gly Gin Gly Leu Arg Gin Pro Tyr Asn Ala Thr Asn Pro Gly 

805 810 815 

Val Arg Pro Ser Asn Arg Asp Gly Pro Cys Glu Arg Cys Gly He Val 

820 825 830 

His Thr Ala Gin He Pro Asp Thr Cys Leu Glu Val Thr Leu Lys Asn 

835 840 845 

Glu Thr Ser Asp Asp Glu Ala Leu Leu Leu Cys 
850 855 

<210> 4163 

<211> 568 

<212> DNA 

<213> Homo sapiens 

<400> 4163 

ntctagaacc tttccttgtg gccagggcag gctcaggaca ggctgccgtc agccaggccc 
60 

actccagggc tcccaggtca gagtggccat ggtagcttac aatgcggcct gcaggaccca 
120 

gcaggcagcc ggcccctctc ccctcccttt tcccgcctgc gctctgaagg ctccaagtca 
180 

gtgttgcccc agtggctctg ggggatgaag gggatcccgg tcccatctgg acaccctcaa 
240 

gctgatggac gcagagctct ggtgcgggca gtgggtcacc cccaggacct gctgaccgaa 
300 

gcctctcccc gctgcccggc aggcccttca ccgctgagat ctaccggcag aaagcctccg 
360 

ggtcccccaa gaggaggtga tttagctgcc ccagttttgt ttaaggcctg ggccacctcc 
420 

ttggcttgcc ccaagtggca ggccttgcgc agggcgagaa tggtgcctgt tgttcagggc 
480 

tcgcccccgg cgtgggctgc cccagtgcct tggaacctgc tgccttgggg accctggacg 
540 

tgccgacata tggccattga gctccaac 
568 • 

<210> 4164 , 

<211> 187 

<212> PRT 

<213> Homo sapiens 
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<400> 4164 

Asn Leu Ser Leu Trp Pro Gly Gin Ala Gin Asp Arg Leu Pro Ser Ala 

1 5 10 15 

Arg Pro Thr Pro Gly Leu Pro Gly Gin Ser Gly His Gly Ser Leu Gin 

20 25 30 

Cys Gly Leu Gin Asp Pro Ala Gly Ser Arg Pro Leu Ser Pro Pro Phe 

35 40 45 

Ser Arg Leu Arg Ser Glu Gly Ser Lys Ser Val Leu Pro Gin Trp Leu 

50 55 60 

Trp Gly Met Lys Gly lie Pro Val Pro Ser Gly His Pro Gin Ala Asp 
65 70 75 80 

Gly Arg Arg Ala Leu Val Arg Ala Val Gly His Pro Gin Asp Leu Leu 

85 90 95 

Thr Glu Ala Ser Pro Arg Cys Pro Ala Gly Pro Ser Pro Leu Arg Ser 

100 105 110 

Thr Gly Arg Lys Pro Pro Gly Pro Pro Arg Gly Gly Asp Leu Ala Ala 

115 120 125 

Pro Val Leu Phe Lys Ala Trp Ala Thr Ser Leu Ala Cys Pro Lys Trp 

130 135 140 

Gin Ala Leu Arg Arg Ala Arg Met Val Pro Val Val Gin Gly Ser Pro 
145 150 155 160 

Pro Ala Trp Ala Ala Pro Val Pro Trp Asn Leu Leu Pro Trp Gly Pro 

165 170 175 

Trp Thr Cys Arg His Met Ala lie Glu Leu Gin 
180 185 

<210> 4165 

<211> 717 

<212> DNA 

<213> Homo sapiens 

<400> 4165 

ngcgtgcagg aacgcttcgt ggctggctcc ctggctggtg ccacagccca aaccatcatt 
60 

taccctatgg aggtgctgaa gacgcggctg accttgcgcc ggacgggcca gtataagggg 
120 

ctgctggact gcgccaggcg tatcctggag agggaggggc cccgtgectt ctaccgcggc 
180 

tacctcccca acgtgctggg catcatcccc tatgcgggca tcgacctggc cgtctacgag 
240 

actctgaaga actggtggct tcagcagtac agccacgact cggcagaccc aggcatcctc 
300 

gtgctcctgg cctgcggtac catatccagc acctgcggcc agatagccag ttacccgctg 
360 

gccctggtcc ggacccgcat gcaggcacaa ggatttcatc atgttgccca ggctcatctc 
420 

gaactcgtgg ggtcaaggaa ttcgccagcc ttcagcctcc caacgtgctg ggattacagg 
480 

aagccggtgg tcatgccatg agcagcctta tggagaggac catgtggtaa ggaactcagc 
540 < 

caatagccat gtaactgagc ttggaagagg atcttgctgt cctggccaac atctcactgc 
600 

aattctatca gttgaattcc ctggatagtc caagctttgt ggatccctcc accagaacaa 
660 
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ctggatccca gtacctgaat cctgaatctt 


agactcttat 


acttcaaaca ctgatca 


717 




























<210> 4166 




























<211> 166 




























<212> PRT 




























<213> Homo sapiens 
























<400> 4166 




























Xaa val Gin 


Glu 


Arg 


Phe 


Val 


Ala 


Gly 


Ser 


Leu 


Ala 


Gly Ala 


Thr 


Ala 


l 




5 










10 










15 




Gin Thr lie 


He 


Tyr 


Pro 


Met 


Glu 


Val 


Leu 


Lys 


Thr 


Arg 


Leu 


Thr 


Leu 




20 










25 










30 






Arg Arg Thr Gly Gin 


Tyr 


Lys 


Gly 


Leu 


Leu 


Asp 


Cys 


Ala 


Arg 


Arg 


He 


35 










40 










45 








Leu Glu Arg 


Glu 


Gly 


Pro 


Arg 


Ala 


Phe 


Tyr 


Arg 


Gly 


Tyr 


Leu 


Pro 


Asn 


50 








55 










60 










Val Leu Gly 


He 


lie 


Pro 


Tyr 


Ala 


Gly 


He 


Asp 


Leu 


Ala 


Val 


Tyr 


Glu 


65 






70 










75 










80 


Thr Leu Lys 


Asn 


Trp 


Trp 


Leu 


Gin 


Gin 


Tyr 


Ser 


His 


Asp 


Ser 


Ala 


Asp 






85 










90 










95 




Pro Gly lie 


Leu 


Val 


Leu 


Leu 


Ala 


Cys 


Gly Thr 


He 


Ser 


Ser 


Thr 


Cys 


100 










105 










110 






Gly Gin He 


Ala 


Ser 


Tyr 


Pro 


Leu 


Ala 


Leu 


Val 


Arg 


Thr 


Arg 


Met 


Gin 


115 










120 










125 








Ala Gin Gly 


Phe 


His 


His 


Val 


Ala 


Gin 


Ala 


His 


Leu 


Glu 


Leu 


Val 


Gly 


130 








135 










140 










Ser Arg Asn 


Ser 


Pro 


Ala 


Phe 


Ser 


Leu 


Pro 


Thr 


Cys 


Trp 


Asp 


Tyr 


Arg 


145 






150 










155 










160 


Lys Pro Val 


Val 


Met 


Pro 























165 

<210> 4167 

<211> 897 

<212> DNA 

<213> Homo sapiens 

<400> 4167 

ngccggcacg ccgcccagca tggtccggga 
60 

cgagaacgtg cgggaagaga agatcatcga 
120 

gatctcagcc caccgcaact tccgcctcct 
180 

ctgagtagct tggactacag atatggccgc 
240 

ggatctgaag gaggagtggc tgcctttgtg 
300 

gctcacaact cggtcaacaa aatgggtgac 
360 

ggcaccatcc cgagtgctgc tcggggattg 
420 

agagaggttt ctgggttcag aggaggtggt 
480 



aatcaggcat 
gcatttcaaa 
gggatcaagc 
gtggaaagtg 
gattttgtgg 
agagacctac 
gatgatacag 

ggagggcctg 



ctctgggtgg 
cggctggtgt 
aatcctcctg 
tcaaaattct 
acatcaaaag 
gcacggatta 
tttccatagc 
cttatggtcc 



gcaatttacc 
gcaatggcgt 
cttcagcctc 
tcccaagagg 
tgcacagaaa 
taatgaacca 
atctcgtagt 
cccaccgtca 
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cttcatgcac gagaaggacg ttatgagcgg agacttgatg gggcttcaga taacagggag 
540 . 

cgtgcttatg aacatagtgc ctatggacac catgaacggg ggacgggagg atttgatcgg 
600 

acaagacatt acgatcagga ttactataga gatcctcgag agcggacttt acaacatggg 
660 

ctctattacg cttctcggag tcgaagtcca aatcgctttg atgctcatga cccccgatat 
720 

gaacctaggg ctcgcgagca gtttacactg cccagtgtgg tacacaggga tatctacagg 
780 

gatgatatta cccgggaggt acgaggcaga aggccagagc ggaattacca gcacagcagg 
840 

agtcggtcac cacattcatc ccagtctaga aatcagtctc ctcagagact ggctagc 
897 

<210> 4168 
<211> 299 
<212> PRT 

<213> Homo sapiens 



<400> 4168 



Xaa Arg 


His 


Ala Ala 


Gin 


His Gly Pro Gly 


Asn 


Gin 


Ala 


Ser Leu 


Gly 


1 




5 




10 








15 




Gly Gin 


Phe 


Thr Arg 


Glu 


Arg Ala Gly Arg 


Glu 


Asp 


His 


Arg Ala 


Phe 






20 




25 








30 




Gin Thr 


Ala 


Gly Val 


Gin 


Trp Arg Asp Leu 


Ser 


Pro 


Pro 


Gin Leu 


Pro 




35 






40 






4 5 






Pro Pro 


Gly 


lie Lys 


Gin 


Ser Ser Cys Phe 


Ser 


Leu 


Leu 


Ser Ser 


Leu 


50 








55 




60 








Asp Tyr 


Arg 


Tyr Gly Arg 


Val Glu Ser Val 


Lys 


He 


Leu 


Pro Lys 


Arg 


65 






70 




75 








80 


Gly Ser 


Glu 


Gly Gly Val 


Ala Ala Phe Val 


Asp 


Phe 


Val 


Asp He 


Lys 






85 




90 








95 




Ser Ala 


Gin 


Lys Ala 


His 


Asn Ser Val Asn 


Lys 


Met Gly Asp Arg 


Asp 






100 




105 








110 




Leu Arg 


Thr 


Asp Tyr 


Asn 


Glu Pro Gly Thr 


lie 


Pro 


Ser 


Ala Ala 


Arg 




115 






120 






125 






Gly Leu 


Asp 


Asp Thr 


Val. 


Ser lie Ala Ser 


Arg 


Ser 


Arg 


Glu Val 


Ser 


130 








135 




140 








Gly Phe 


Arg 


Gly Gly Gly 


Gly Gly Pro Ala 


Tyr Gly 


Pro 


Pro Pro 


Ser 


145 






150 




155 








160 


Leu His 


Ala 


Arg Glu Gly 


Arg Tyr Glu Arg Arg 


Leu 


Asp 


Gly Ala 


Ser 






16 5 




170 








175 




Asp Asn 


Arg 


Glu Arg 


Ala 


Tyr Glu His Ser Ala Tyr Gly His His 


Glu 






180 




185 








190 




Arg Gly 


Thr 


Gly Gly 


Phe 


Asp Arg Thr Arg His Tyr Asp Gin Asp 


Tyr 




195 






. 200 






205 






Tyr Arg 


Asp 


Pro Arg 


Glu 


Arg Thr Leu Gin 


His 


Gly 


Leu 


Tyr Tyr 


Ala 


210 








215 




220 








Ser Arg 


Ser 


Arg Ser 


Pro 


Asn Arg Phe Asp 


Ala 


His 


Asp 


Pro Arg 


Tyr 


225 






230 




235 








240 


Glu Pro 


Arg 


Ala Arg 


Glu 


Gin Phe Thr Leu 


Pro 


Ser 


Val 


Val His 


Arg 






245 




250 








255 




Asp lie 


Tyr 


Arg Asp 


Asp 


lie Thr Arg Glu 


Val 


Arg 


Gly Arg Arg 


Pro 
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260 265 270 

Glu Arg Asn Tyr Gin His Ser Arg Ser Arg Ser Pro His Ser Ser Gin 

275 280 285 

Ser Arg Asn Gin Ser Pro Gin Arg Leu Ala Ser 
290 2 95 

<210> 4169 

<211> 4743 

<212> DNA 

<213> Homo sapiens 

<400> 4169 

gtggttatgg agcagctgcc gggggtgcca ccaggccccc cccaccccgt tcgaccgcca 
60 

cccccgcctc caccacccat gcccctgcag ctcgaggccc acctccgcag ccatggcctg 
120 

gagcccgcgg cccccagccc ccgcctgcga cccgaggaga gcctggatcc gccaggcgcc 
180 

atgcaggaat tgctcggggc tctggagccg ctgcccccgg cgcctgggga tactggcgta 
240 

ggcccaccaa actcggaggg caaggatccc gcaggcgcct accgcagccc cagcccgcaa 
300 

ggcaccaagg cgccgcgttt cgtgccgctc acctccatct gcttccctga ctccttgctc 
360 

caagacgagg agcgcagctt cttccccacc atggaggaga tgttcggtgg aggggccgcg 
420 

gacgactacg gcaaggccgg gccacctgag gacgaggggg accccaaggc tggcgctggg 
480 

ccaccccccg gcccccctgc ttatgatccc tatgggccct actgtcctgg ccgggcgtcg 
540 

ggagccgggc ccgagacacc gggcctgggc ctggacccca acaaaccgc'c tgaactgccc 
600 

tccacggtca acgccgagcc gctgggcctg atccagagtg gcccccacca ggcggcgcca 
660 ;• 

ccacccccgc ctccgccacc gccgcctccc gcgccggcct ccgaacccaa gggtggcctc 
720 

acctcgccca tcttctgctc taccaagcca aagaagctgc tcaagacatc ctccttccac 
780 

ctgctgcggc gccgcgaccc acccttccag acccccaaga agctgtacgc ccaggagtac 
840 

gagttcgagg cggacgagga caaggccgat gttcccgccg acatccgcct caacccccgg 
900 

cgcttgcctg acctggtctc cagctgccgc tcccgtccgg ccctctcgcc actgggggac 
960 

atcgacttct gcctacccaa cccaggaccc gatggccccc ggcgccgtgg ccgcaagccc 
1020 

acgaaggcga aacgtgatgg gccaccccgg ccacggggga ggccccggat ccgccccctg 
1080 

gaggtcccga ccactgcggg gcccgcctcg gcctccacgc ccaccgatgg cgccaagaaa 
1140 

ccccggggcc ggggccgagg ccggggtcga aaggctgagg aggcaggggg cacccggttg 
1200 

gagcccctga agccacttaa gatcaagctg tctgtgccca aggctggcga gggtctggga 
1260 
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acctcatcgg gtgat 3 ccat atcaggcact gaccacaaca gcctggactc gagcctgact 
1320 

cgggagaaga tcgaggccaa gattaaggag gtggaggaga agcagccgga gatgaagtcg 

ggtttcatgg cctccttctt ggacttcctc aagtcaggca agcgccaccc accactctac 

caggcgggcc tgacgcctcc gctcagccct cccaagagtg tgccaccctc tgtgccagcc 
1500 

cgaggcctgc agccccagcc ccctgccacc cctgctgtgc cacatccccc accttccgga 

gc!tttgggc ttgggggcgc cctggaggct gcagagagtg agggtctggg gcttggctgc 

1620 ... 
ccttcaccct gcaagcggct tgatgaggag ctgaagcgga acctcgagac gctgccctcc 

1680 ' _ 

ttctcctcgg atgaggaaga ctctgtcgcc aagaaccgag acctgcagga gagcatctcc 

1740 

tccgccatct ctgccctcga tgacccaccc cttgctgggc caaaagacac ttccacccca 
1800 

gatgggccgc ccttggcccc cgcggctgca gttccagggc caccccctct tccggggctc 
cccagtgcca acagcaatgg cactcccgag cccccgctgc tggaggagaa acccccaccc 

actccacctc ctgccccgac tcctcagcct cagcctccgc caccccctcc gccgccacag 

1980 „ 
ccagccctgc cctcgccacc cccgctggtg gcccccacgc ccagctcacc accgccaccg 

2040 ' 
ccgctgccgc cgccacctcc accagccatg ccctcgcctc caccaccacc cccaccagcc 

2100 

gctgccccac tggctgctcc tcctgaggag cccgocgccc cgtctcccga agaccccgag 
2160 

ctgccggaca cccggcccct gcatctggcc aaaaagcagg agacggcggc agtgtgtggg 

gagacggacg aggaggccgg cgagagtggc ggagagggca tcttccggga acgggacgag 

2280 . 
ttcgtcatcc gtgctgagga catcccttcc ctcaagctgg cgttgcagac ggggcgtgaa 

cccccaccca tctggcgagt ccagaaggcc cttctgcaga aattcactcc ggagatcaag 

2400 _ 
gacggccaga ggcagttttg tgccaccagt aattatttgg ggtattttgg ggatgcaaaa 

2460 _ 
aatcggtacc agcgcctcta tgtaaagttc ctggaaaatg tcaataagaa ggactacgtg 

agggtctgtg ctcggaaacc ctggcatcgg cccccagtgc cagtcagacg ctctgggcag 

gccaagaacc ccgtatctgc tgggggtagc tctgcacctc cccctaaggc cccagcacca 

2640 . 
cctcccaagc ctgagacccc tgaaaagacg acatctgaga agcccccagc agcagactcc 

2700 _ 
tgagacggcc atgcctgagc cccctgcccc cgagaagccc tccctcctgc ggcctgttga 

gaaggaaaag gagaaggaga aggtgacacg tggagagcgg ccattgcggg gtgagcgggc 



2820 



caccagcgga cggcagacac ggccagagcg gagtctcgcc acgggacaac ctgccacatc 

2880 
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ccggctgccc aaagcccggc 
2940 

gaaatggctg aaggaggcag 
3000 

ctcggactcg gagtcctccc 
3060 

tctgctcaaa accagggcga 
3120 

cacagcactt gacccagaca 
3180 

gccccccatg cggaagatag 
3240 

gctgtcgcta agcccagccc 
3300 

gcagagtggg gagggctctc 
3360 

ctacaaccgc aagacgctca 
3420 

ggttgagctg gaaaagtcgg 
3480 

ccacaccttc ctgcgctgcc 
3540 

gggccaggag gaggtggtcc 
3600 

tgactccttc agtgacctgc 
3660 

ccccagcttg tgaggggggc 
3720 

tcaggagcta acacctgggc 
3780 

tgtgctgccc cctccagggc 
3840 

tttccgctgg cccgcagccg 
3900 

aaacggtttc cctctcccct 
3960 

ccaccttgta cataatgtat 
4020 

cagagagctg ggggacccct 
4080 

ggccattccc tccgcagggc 
4140 

tatttttaat cttatttatt 
4200 

agaagggtcc cctctctctg 
4260 

gcccccaccc actgcccatc 
4320 

tcctttcccc tcctccccgt 
4380 

ctcttgctct ttcttgggct" 
4440 

agccaaacga aaacccaacg 
4500 



ctaccaaggt gaaggctgaa 
gcggcaacgc tacagcaggc 
ctggagcccc cagcgaggac 
tgcgggagat gtaccggagc 
tgatccaggc cctggaggac 
acggcctgct gaatgagcac 
tgcaggatgc tctgcacacg 
cggaagaggg ggctgtgcgg 
gcaagctcaa gaggagcgtg 
gatactatac actctaccat 
gggaccagac cctggccatc 
agcagtgcat gcggaaccag 
tggcccaagc acaggcccac 
gcctcctcca tgaaccgaga 
tccatcgccg gggaaagggg 
agggttcaaa gtccgactcc 
ccgcgacttc ggcacagttt 
tgccccgacc ccccctccac 
aggaaaagtc tatgtatggc 
tccccccaag tcccccctgc 
atttggcgtc gggtgggagg 
gtacatacct ggggcagggg 
cccctcccac tccttttcta 
ccccattgtt gtctggatgt 
tctcgccccc gccccacccc 
tctgtacaac tcaacttgta 
gcaaacactt taccggcagg 



ccgcccccta agaagaggaa 
gggggcccac caggcagctc 
gagcgggcag tacctgggcg 
tacgtggaga tgttggtgag 
acgcatgacg agctgtacct 
aagaagaaag tcctgaagcg 
ttcccacagc tgcaagtgga 
ctgcggcctg ctggggaacc 
gtcagagccc aggagttcaa 
tcgctccacc actataaata 
9 a 999 c 99 c 9 ccgaggacct 
ccgtggctgg aacagctctt 
agccgctgcg ggtgaccccg 
attgggacag aaccgtgtcc / 
gtcatgggtc agggtgtgtc 
cgcgcccgcc aagaagccgc 
ctccctctgg ctagtctccc 
agccacagcc cccgccccct 
tggggggggt ggggtggctt 
aggccaagat ctttgctaaa 
ggaaaacgca tcttgttaat 
cttggggagg tggagggggg 
cggcgatttg tctgtgtctg 
ggttctattt tttatcggtc 
ctgctcccac taccctttgt 
tacactgtgt acacacaacc 
ctggagtgcc tctgtcctgc 
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ggcgctggag tgggtggcag tggtagcagg ggcagaggtt ctggaacggg actttcccag 
4560 

agccctgggc agtggggggc ctgaggctgg catatgttct gtgtccccgc acagcagagt 
4620 

atcccaccct gaaatttaat gacttcagac aacaaatatt tatcactggg gggtttcttt 
4680 

tgttttttag ctaaagacag ggtctcgctc tgtcacccag gttggagtgc agtggcatga 

4740 

tea 

4743 

<210> 4170 
<211> 900 
<212> PRT 

<213> Homo sapiens ... 
<400> 4170 

Val Val Met Glu Gin Leu Pro Gly val Pro Pro Gly Pro Pro His Pro 

1 5 10 15 

Val Arg Pro Pro Pro Pro Pro Pro Pro Pro Met Pro Leu Gin Leu Glu 

20 25 30 

Ala His Leu Arg Ser His Gly Leu Glu Pro Ala Ala Pro Ser Pro Arg 

35 40 45 

Leu Arg Pro Glu Glu Ser Leu Asp Pro Pro Gly Ala Met Gin Glu Leu 

50 55 60 

Leu Gly Ala Leu Glu Pro Leu Pro Pro Ala Pro Gly Asp Thr Gly Val 
65 70 75 80 

Gly Pro Pro Asn Ser Glu Gly Lys Asp Pro Ala Gly Ala Tyr Arg Ser 

85 90 95 

Pro Ser Pro Gin Gly Thr Lys Ala Pro Arg Phe Val Pro Leu Thr Ser 

100 105 HO 

lie Cys. Phe Pro Asp Ser Leu Leu Gin Asp Glu Glu Arg Ser Phe Phe 

115 120 125 

Pro Thr Met Glu Glu Met Phe Gly Gly Gly Ala Ala Asp Asp Tyr Gly 

130 135 140 

Lys Ala Gly Pro Pro Glu Asp Glu Gly Asp Pro Lys Ala Gly Ala Gly 
145 150 155 160 

Pro Pro Pro Gly Pro Pro Ala Tyr Asp Pro Tyr Gly Pro Tyr Cys Pro 

165 170 175 

Gly Arg Ala Ser Gly Ala Gly Pro Glu Thr Pro Gly Leu Gly Leu Asp 

180 185 190 

Pro Asn Lys Pro Pro Glu Leu Pro Ser Thr Val Asn Ala Glu Pro Leu 

195 200 205 

Gly Leu lie Gin Ser Gly Pro His Gin Ala Ala Pro Pro Pro Pro Pro 

210 . 215 220 

Pro Pro Pro Pro Pro Pro Ala Pro Ala Ser Glu Pro Lys Gly Gly Leu 
225 230 235 240 

Thr Ser Pro lie Phe Cys Ser Thr Lys Pro Lys Lys Leu Leu Lys Thr 

245 250 255 

Ser Ser Phe His Leu Leu Arg Arg Arg Asp Pro Pro Phe Gin Thr Pro 

260 265 270 

Lys Lys Leu Tyr Ala Gin Glu Tyr Glu Phe Glu Ala Asp Glu Asp Lys 

275 280 285 

Ala Asp Val Pro Ala Asp lie Arg Leu Asn Pro Arg Arg Leu Pro Asp 
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290 295 300 

Leu Val Ser Ser Cys Arg Ser Arg Pro Ala Leu Ser Pro Leu Gly Asp 
305 310 315 320 

He Asp Phe Cys Leu Pro Asn Pro Gly Pro Asp Gly Pro Arg Arg Arg 

325 330 335 

Gly Arg Lys Pro Thr Lys Ala Lys Arg Asp Gly Pro Pro Arg Pro Arg 

340 345 350 

Gly Arg Pro Arg He Arg Pro Leu Glu Val Pro Thr Thr Ala Gly Pro 

355 360 365 

Ala Ser Ala Ser Thr Pro Thr Asp Gly Ala Lys Lys Pro Arg Gly Arg 

370 375 380 

Gly Arg Gly Arg Gly Arg Lys Ala Glu Glu Ala Gly Gly Thr Arg Leu 
385 390 395 400 

Glu Pro Leu Lys Pro Leu Lys lie Lys Leu Ser Val Pro Lys Ala Gly 

405 410 415 

Glu Gly Leu Gly Thr Ser Ser Gly Asp Ala He Ser Gly Thr Asp His 

420 425 430 

Asn Ser Leu Asp Ser Ser Leu Thr Arg Glu Lys lie Glu Ala Lys He 

435 440 445 

Lys Glu Val Glu Glu Lys Gin Pro Glu Met Lys Ser Gly Phe Met Ala 

450 455 460 

Ser Phe Leu Asp Phe Leu Lys Ser Gly Lys Arg His Pro Pro Leu Tyr 
465 470 475 480 

Gin Ala Gly Leu Thr Pro Pro Leu Ser Pro Pro Lys Ser Val Pro Pro 

485 490 495 

Ser Val Pro Ala Arg Gly Leu Gin Pro Gin Pro Pro Ala Thr Pro Ala 

500 505 , 510 

Val Pro His Pro Pro Pro Ser Gly Ala Phe Gly Leu Gly Gly Ala Leu 

515 520 525 

Glu Ala Ala Glu Ser Glu Gly Leu Gly Leu Gly Cys Pro Ser Pro Cys 

530 535 540 

Lys Arg Leu Asp Glu Glu Leu Lys Arg Asn Leu Glu Thr Leu Pro Ser 
545 550 555 560 

Phe Ser Ser Asp Glu Glu Asp Ser Val Ala Lys Asn Arg Asp Leu Gin 

565 570 575 

Glu Ser lie Ser Ser Ala He Ser Ala Leu Asp Asp Pro Pro Leu Ala 

580 585 590 

Gly Pro Lys Asp Thr Ser Thr Pro Asp Gly Pro Pro Leu Ala Pro Ala 

595 600 605 

Ala Ala Val Pro Gly Pro Pro Pro Leu Pro Gly Leu Pro Ser Ala Asn 

610 615 620 

Ser Asn Gly Thr Pro Glu Pro Pro Leu Leu Glu Glu Lys Pro Pro Pro 
625 630 635 640 

Thr Pro Pro Pro Ala Pro Thr Pro Gin Pro Gin Pro Pro Pro Pro Pro 

645 650 655 

Pro Pro Pro Gin Pro Ala Leu Pro Ser Pro Pro Pro Leu Val Ala Pro 

660 665 670 

Thr Pro Ser Ser Pro Pro Pro Pro Pro Leu Pro Pro Pro Pro Pro Pro 

675 680 685 

Ala Met Pro Ser Pro Pro Pro Pro Pro Pro Pro Ala Ala Ala Pro Leu 

690 695 700 

Ala Ala Pro Pro Glu Glu Pro Ala Ala Pro Ser Pro Glu Asp Pro Glu 
705 710 715 720 

Leu Pro Asp Thr Arg Pro Leu His Leu Ala Lys Lys Gin Glu Thr Ala 
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725 730 735 

Ala Val Cys Gly Glu Thr Asp Glu Glu Ala Gly Glu Ser Gly Gly Glu 

740 745 750 

Gly He Phe Arg Glu Arg Asp Glu Phe Val He Arg Ala Glu Asp lie 

755 760 765 

Pro Ser Leu Lys Leu Ala Leu Gin Thr Gly Arg Glu Pro Pro Pro He 

770 775 . 780 

Trp Arg Val Gin Lys Ala Leu Leu Gin Lys Phe Thr Pro Glu lie Lys 
785 790 795 800 

Asp Gly Gin Arg Gin Phe Cys Ala Thr Ser Asn Tyr Leu Gly Tyr Phe 

805 810 815 

Gly Asp Ala Lys Asn Arg Tyr Gin Arg Leu Tyr Val Lys Phe Leu Glu 

820 825 830 

Asn Val Asn Lys Lys Asp Tyr Val Arg Val Cys Ala Arg Lys Pro Trp 

835 * 840 845 

His Arg Pro Pro Val Pro Val Arg Arg Ser Gly Gin Ala Lys Asn Pro 

850 855 860 

Val Ser Ala Gly Gly Ser Ser Ala Pro Pro Pro Lys Ala Pro Ala Pro 
865 870 875 880 

Pro Pro Lys Pro Glu Thr Pro Glu Lys Thr Thr Ser Glu Lys Pro Pro 
885 890 895 

Ala Ala Asp Ser 
900 

<210> 4171 

<211> 889 

<212> DNA 

<213> Homo sapiens 

<400> 4171 

nngcaggcct tctggtgatc gccagcgctg tcgtctctga gcgtggatcc cagaacctgg 
60 

acagctgtgg cggccgccgt ttcccggtcc cgtccagacg ctgtctggcg agatcggacg 
120 

gtgagcctaa ggcggaacgc gtgaggcgct tttgagtctg gggtccgggg ccgagagcag 
180 

gcggaaagag aggggacccg gcagaccccg agtggccgcc gctgcggggc ccaagtcctt 
240 

ggctgctgag tggtgacagt agcccagccc gccggccaga tatggtccag acctgtacat 
300 

gaataacttt ggttagtcag agtgaaatat tcaataatga gtggtgcagc tttgggactt 
360 

gagattgttt ttgtcttttt tctggcatta tttctgcttc atcgatatgg agactttaag 

420 ; 
aaacagcata gacttgtgat tattggaaca ctgcttgctt ggtatctctg ctttcttatt 

480 

gtcttcatac tgcctctgga tgttagtacg acaatataca accggtgcaa gcatgctgct 
540 

caaattcaag ccctcctgag aatagcaaca ttacaggatt gtgcaactgc taaccctgtt 
600 

ccaagccagc atccttgttt caagccatgg agttacattc ctgatggaat catgccaatt 
660 

ttctggaggg tagtgtattg gacgtcacaa tttttaacat ggattctctt accttttatg 
720 
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cagtcatatg caagatcagg agggttttcc atcactggaa agatcaaaac tgcactaatt 
780 

gagaatgcaa tctactatgg cacctatttg ctgatttttg gagcattttt aatttatgta 
840 

gctgtaaacc cacatttaca tttagaatgg aaccagcttc agacaattg 
889 

<210> 4172 
<211> 184 
<212> PRT 

<213> Homo sapiens 
<400> 4172 

Met Ser Gly Ala Ala Leu Gly Leu Glu He Val Phe Val Phe Phe Leu 

1 5 10 15 

Ala Leu Phe Leu Leu His Arg Tyr Gly Asp Phe Lys Lys Gin His Arg 

20 25 30 

Leu Val He lie Gly Thr Leu Leu Ala Trp Tyr Leu Cys Phe Leu He 

35 40 45 

Val Phe He Leu Pro Leu Asp Val Ser Thr Thr He Tyr Asn Arg Cys 

50 55 60 

Lys His Ala Ala Gin He Gin Ala Leu Leu Arg He Ala Thr Leu Gin 
65 70 75 80 

Asp Cys Ala Thr Ala Asn Pro Val Pro Ser Gin His Pro Cys Phe Lys 

85 90 95 

Pro Trp Ser Tyr lie Pro Asp Gly He Met Pro He Phe Trp Arg Val 

100 105 110 

Val Tyr Trp Thr Ser Gin Phe Leu Thr Trp He Leu Leu Pro Phe Met 

115 120 125 

Gin Ser Tyr Ala Arg Ser Gly Gly Phe Ser He Thr Gly Lys He Lys 

130 135 140 

Thr Ala Leu lie Glu Asn Ala He Tyr Tyr Gly Thr Tyr Leu Leu lie 
145 150 155 160 

Phe Gly Ala Phe Leu He Tyr Val Ala Val Asn Pro His Leu His Leu 

165 170 175 

Glu Trp Asn Gin Leu Gin Thr lie 
180 

<210> 4173 
<211> 404 
<212> DNA 

<213> Homo sapiens 
<400> 4173 

tgatcatctc ccaaaggctt cactccaaat atcatcacat tgcggattac agattcaaca 
60 

taggaatttg gggggacaca gacattcagt ccatagtagc aagcttaagg tttctggggt 
120 

ctagagacaa aatgttccga ttagtgtgct tcagtttcat catgagattt aatagtaata 
180 

actacgttat ggaatggttt gagaatttaa tgagtaacct ggagctgggc acccctgtgt 
240 

caaagtgcgc tagggcactg ggttcggcta aaggcccatt gctatgctgc tgcgtgcagg 
300 
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catggcatct acaagatgga gactctttcc tgacacacga. ccattactac atgctaaatg 
36 0 

acctcccaga ctctagctcg cctgtggctg ccacctttat gttt 
404 

<210> 4174 

<211> 91 

<212> PRT 

<213> Homo sapiens 

Me^PheTrg Leu .Val Cys Phe Ser Phe He Met Arg Phe Asn Ser Asn 

5 10 15 

Asn Tyr Val Met Glu Trp Phe Glu Asn Leu Met Ser Asn Leu Glu Leu 

■ TC 30 " 

20 

Gly Thr Pro Val Ser Lys Cys Ala Arg Ala Leu Gly Ser Ala Lys Gly 
Pro Leu Leu Cys Cys Cys Val gL Ala Trp His Leu Gin Asp Gly Asp 

rr 60 

50 

Ser Phe Leu Thr His Asp His Tyr Tyr Met Leu Asn Asp Leu Pro Asp 

6 5 ^ ^ 

Ser Ser Ser Pro Val Ala Ala Thr Phe Met Phe 
85 90 

<210> 4175 
<211> 2778 
<212> DNA 

<213> Homo sapiens - 

aattcc^aa ctttggaggc agtgaaacga ctaatagcag aaggtaataa agaagaacta 

cgaaaatgtt ttggggcccg aatggagttt gggacagctg gcctccgagc tgctatggga 

cctggaattt ctcgtatgaa tgacttgacc atcatccaga ctacacaggg attttgcaga 

"cctggaaa" aacaattcag tgacttaaag cagaaaggca tcgtgatcag ttttgacgcc 

cgagctcatc catccagtgg gggtagcagc agaaggtttg cccgacttgc tgcaaccaca 

tttatcagtc aggggattcc tgtgtacctc ttttctgata taacgccaac cccctttgtg 

cccttcacag tatcacattt gaaactttgt gctggaatca tgataactgc atctcacaat 

ccaaagcagg ataatggtta taaggtctat tgggataatg gagctcagat catttctcct 

cacgataaag ggatttctca agctattgaa gaaaatctag aaccgtggcc tcaagcttgg 

gacgattctt taattgatag cagtccactt ctccacaatc cgagtgcttc catcaataat 

gactactttg aagaccttaa aaagtactgt ttccacagga gcgtgaacag ggagacaaag 

gtgaagtttg tgcacacctc tgtccatggg gtgggtcata gctttgtgca gtcagctttc 
720 
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aaggcttttn gaccttgttc ctccnntgag gctgttcctg aacagaaaga tccggatcct 
780 

gagtttccaa cagtgaaata cccgaatccc gaagagggga aaggtgtctt gactttgtct 
840 

tttgctttgg ctgacaaaac caaggccaga attgttttag ctaacgaccc ggatgctgat 
900 

agacttgctg tggcagaaaa gcaagacagt ggtgaatgga gggtgttttc aggcaatgag 
960 

ttgggggccc tcctgggctg gtggcttttt acatcttgga aagagaagaa ccaggatcgc 
1020 

agtgctctca aagacacgta catgttgtcc agcaccgtct cctccaaaat cttgcgggcc 
1080 

attgccttaa aggaaggttt tcattttgag gaaacattaa ctggctttaa gtggatggga 

1140 - 
aacagagcca aacagctaat agaccagggg aaaactgttt tatttgcatt tgaagaagct 

1200 

attggataca tgtgctgccc ttttgttctg gacaaagatg gagtcagtgc cgctgtcata 
1260 

agtgcagagt tggctagctt cctagcaacc aagaatttgt ctttgtctca gcaactaaag 
1320 

gccatttatg tggagtatgg ctaccatatt actaaagctt cctattttat ctgccatgat 
1380 

caagaaacca ttaagaaatt atttgaaaac ctcagaaact acgatggaaa aaataattat 
1440 

ccaaaagctt 'gtggcaaatt tgaaatttct gccattaggg accttacaac tggctatgat 
1500 

gatagccaac ctgataaaaa agctgttctt cccactagta aaagcagcca aatgatcacc 
1560 

ttcacctttg ctaatggagg cgtggccacc atgcgcacca gtgggacaga gcccaaaatc 
1620 

aagtactatg cagagctgtg tgccccacct gggaacagtg atcctgagca gctgaagaag 
1680 

gaactgaatg aactggtcag tgctattgaa gaacattttt tccagccaca gaagtacaat 
1740 

ctgcagccaa aagcagacta aaatagtcca gccttgggta tacttgcatt tacctacaat 
1800 

taagctgggt ttaacttgtt aagcaatatt tttaagggcc aaatgattca aaacatcaca 
1860 

ggtatttatg tgttttacaa agacctacat tcctcaftgt ttcatgtttg ■ acctttaagg 
1920 

tgaaaaaaga aaatggccaa acccaacaaa ctaacattcc tactaaaaag ttgagcttgg 
1980 

acatattttg aatttttgta agtgaagatt tttaaactga ctaacttaaa aaaatagatt 
2040 

gtaattgatg tgccttaatt tgcataaatc ataaatgtat . gtcctctctg taattgtttt 
2100 

aatgtgtgct tgaaatatcc agaaaaccta tggagttagt aaattctggg ctgtcatatg 
2160 

taggatagcc actttttagg tatatgtaca tttatatttc tatcaattcc ttagaaagta 
2220 

aaataaatga atagatcaaa tgttgtgttc atgtttgggg aaaatataat ttgcagaaac 

ctltgaagta gagcaaagat gctttaaaaa gataagtttt tttgaactaa atttttttta 
2340 
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gttctaataa tgcacatagg atattagtac atcgtacacg tgctaggaaa aaacagcttc 
2400 - 

agtgtctttg tttaatgtgt tgaaactcat ctttttaaat cttgaaaaac caattgttta 
2460 

cttgaaactt gaaagtagca tatttttctg ttttttggtt gtttgttcat ttgtattagc 
2520 

acaatttaat gtaattcctg gtttggaggc agcaagacct atgagcaaga actatttact 
2580 

tgaccctcgg ttttttctct tgttcttgtg tggtctgaaa tctaaaacta gactttatta 
2640 

tgataggatt cctataagcc aatttctaat tacaatagaa ttattattta atccgtacct 
2700 

ttcattcttc tcataatcgt ggggattacc ggcctcccaa aaaactccgt tgggggaccc 
2760 

tggggctggg gttccaac 
2778 

<210> 4176 • 
<211> 586 
<212> PRT 

<213> Homo sapiens 
<400> 4176 

Asn Ser Leu Thr Leu Glu Ala Val Lys Arg Leu lie Ala Glu Gly Asn 

1 5 10 15 

Lys Glu Glu Leu Arg Lys Cys Phe Gly Ala Arg Met Glu Phe Gly Thr 

20 25 30 

Ala Gly Leu Arg Ala Ala Met Gly Pro Gly He Ser Arg Met Asn Asp 

35 40 45 

Leu Thr lie He Gin Thr Thr Gin Gly Phe Cys Arg Tyr Leu Glu Lys 

50 55 60 

Gin Phe Ser Asp Leu Lys Gin Lys Gly He Val He Ser Phe Asp Ala 
65 70 75 80 

Arg Ala His Pro Ser Ser Gly Gly Ser Ser Arg Arg Phe Ala Arg Leu 

85 90 95 

Ala Ala Thr Thr Phe He Ser Gin Gly He Pro Val Tyr Leu Phe Ser 

100 105 HO 

Asp He Thr Pro Thr Pro Phe Val Pro Phe Thr Val Ser His Leu Lys 

115 120 125 

Leu Cys Ala Gly lie Met He Thr Ala Ser His Asn Pro Lys Gin Asp 

130 135 140 

Asn Gly Tyr Lys Val Tyr Trp Asp Asn Gly Ala Gin He He Ser Pro 
145 150 155 160 

His Asp Lys Gly lie Ser Gin Ala He Glu Glu Asn Leu Glu Pro Trp 

165 170 175 

Pro Gin Ala Trp Asp Asp Ser Leu He Asp Ser Ser Pro Leu Leu His 

180 185 190 

Asn Pro Ser Ala Ser lie Asn Asn Asp Tyr Phe Glu Asp Leu Lys Lys 

195 200 205 

Tyr Cys Phe His Arg Ser Val Asn Arg Glu Thr Lys Val Lys Phe Val 

210 215 220 

His Thr Ser Val His Gly Val Gly His Ser Phe Val Gin Ser Ala Phe 
225 230 235 240 

Lys Ala Phe Xaa Pro Cys Ser Ser Xaa Glu Ala Val Pro Glu Gin Lys 
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245 250 255 

Asp Pro Asp Pro Glu Phe Pro Thr Val Lys Tyr Pro Asn Pro Glu Glu 

260 265 270 

Gly Lys Gly Val Leu Thr Leu Ser Phe Ala Leu Ala Asp Lys Thr Lys 

275 280 285 

Ala Arg He Val Leu Ala Asn Asp Pro Asp Ala Asp Arg Leu Ala Val 

290 295 300 

Ala Glu Lys Gin Asp Ser Gly Glu Trp Arg Val Phe Ser Gly Asn Glu 
305 310 315 320 

Leu Gly Ala Leu Leu Gly Trp Trp Leu Phe Thr Ser Trp Lys Glu Lys 

325 330 335 

Asn Gin Asp Arg Ser Ala Leu Lys Asp Thr Tyr Met Leu Ser Ser Thr 

340 345 350 

Val Ser Ser Lys He Leu Arg Ala lie Ala Leu Lys Glu Gly Phe His 

355 360 365 

Phe Glu Glu Thr Leu Thr Gly Phe Lys Trp Met Gly Asn Arg Ala Lys 

370 375 380 

Gin Leu lie Asp Gin Gly Lys Thr Val Leu Phe Ala Phe Glu Glu Ala 
385 390 395 400 

lie Gly Tyr Met Cys Cys Pro Phe Val Leu Asp Lys Asp Gly Val Ser 

405 410 415 

Ala Ala Val lie Ser Ala Glu Leu Ala Ser Phe Leu Ala Thr Lys Asn 

420 425 430 

Leu Ser Leu Ser Gin Gin Leu Lys Ala He Tyr Val Glu Tyr Gly Tyr 

435 440 445 

His He Thr Lys Ala Ser Tyr Phe lie Cys His Asp Gin Glu Thr He 

450 455 460 

Lys Lys Leu Phe Glu Asn Leu Arg Asn Tyr Asp Gly L,ys Asn Asn Tyr 
465 470 475 480 

Pro Lys Ala Cys Gly Lys Phe Glu He Ser Ala He Arg Asp Leu Thr 

485 490 495 

Thr Gly Tyr Asp Asp Ser Gin Pro Asp Lys Lys Ala Val Leu Pro Thr 

500 505 510 

Ser Lys Ser Ser Gin Met He Thr Phe Thr Phe Ala Asn Gly Gly Val 

515 520 525 

Ala Thr Met Arg Thr Ser Gly Thr Glu Pro Lys He Lys Tyr Tyr Ala 

530 535 540 

Glu Leu Cys Ala Pro Pro Gly Asn Ser Asp Pro Glu Gin Leu Lys Lys 
545 550 555 560 

Glu Leu Asn Glu Leu Val Ser Ala He Glu Glu His Phe Phe Gin Pro 

565 570 575 

Gin Lys Tyr Asn Leu Gin Pro Lys Ala Asp 
580 585 

<210> 4177 

<211> 4763 

<212> DNA 

<213> Homo sapiens 

<400> 4177 

tttttttttt tttttttttt tttttttttt tttttttttt tttgaagcaa taaaagcaca 
60 

gatttattga agcaaaagta tattccacag agtgggagca ggctaaagca agctgctcaa 
120 
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gagccccagt tgcaaaatct ggggtttaag taccctttag gggtttccta ttggttacac 
180 

cctatgcgcc accaatcgga ggccgaagtg aaggctccca gtctccagac tcttattctc 
240 

ctagctcaaa gaaatccact gatttcctct gtagcatctt caggttccat cttgacaact 
300 

tcctctaaat ccccagggga agagttgttt agagactcct ggatgccctg agggagcggc 
360 

tccagagctt gccttccctc ctctgttttc acaacggtcc agcgataggc actgttctct 
420 

gacaatcctt cttggcactg tttatcgact ggtggaggcc ctgggctatg ttccactttg 

480 ' 

gggaaaacag tagcagagag aggagatagt tcctggggct ctaatttggg ttctaggccc 

540 

tgaaaggcat tttccccatc agccacagca caagcaatgt ccacattcat gtgggcctta 
600 

tcttcagggg tggatggtat aggaagattc acagaattgc cagaaacaat taagggtgag 
660 

acagaggagg ccacaagggg ctggttcaat ggacagggga aggaagtagg gttaaccaag 
720 

agggtggcga tgggaatagt ctggggactc tgggccacag ccgcattgac aggctggatc 
780 

atgttacagc caccgccaag gctcacaatc ttcacagtgg tagcaggaac agtgaagata 
840 

acagatgcag ggtggataac aggggcaggt ttgatacagc gaaaggccct ggctcccctt 
900 

ctttttgagg gtctccgtct cacatatggc tttcgaaaca tggaagaggc aggggagggc 
960 

atcattacct tgggcacagg ggcagaagag agcaaagtct gggactcaga cagagggaag 
1020 

cttgtcctgg cctcaggggg catagcaggc agtgctgcag gagactcaaa actctcacct 
1080 

ccactgaccc ccagtggagg gacacctgga actgtctgta aaacagtggc tggctgtatt 
1140 

gggtgaggaa tccggagcac cattttgctc ggaggggctt ctgaatgagt tgattgggct 
1200 

ggtgttttcc cagggttgaa gctgggctgg agagaggggc tgggttggat aaggaggggt 
1260 

ttcaggactg atgaacgctt ctgtctccaa gccttcttgg ggaaacggtc ggcaactggc 
1320 

ttcagtttca ggactacacc cttaggcaat agcagtgggt accgagtttc actccccaac 
1380 

tctgagttgt ctttttctag gcttcgatct gagttgatct cagtggttcc agtcatattt 
1440 

cctacctctc tagcaccatc agccatgtgc cgcagttctt cctggatgga tggcagactg 
1500 

gcctttaacc agaatgggag ccggtgttct tctctctcta taggtggctt ccactgatgt 
1560 

ggctggatct cttcacagca ttttcctagg actggcagct gtttggtctt cttataaaat 
1620 

ttaatgatgt tgtcaggagc tctgttcatg ttgaggttct tgattctcac tgtcagttgg 
1680 

cgggcagtct tgcaggttag aaggtacttg ctgattagag ggttaagaaa ctcagtccct 
1740 



3366 



WO 00/58473 



PCT/US00/08621 



tcaaaatgct 
1800 

tcctggggat 
1860 

"ttgcttgtgg 
1920 

ttcttgacag 
1980 

agctgcatag 
2040 

tgatggtgaa 
2100 

gtgctactgg 
2160 

aagagctgaa 
2220 

atcagggtct 
2280 

ttggctgaag 
2340 

tcatttagta 
2400 

gcttgaggct 
2460 

cccatctcat 
2520 

tgtcggaggc 
2580 

gtggccgcca 
2640 

gcgccacggt 
2700 

tagtctggag 
2760 

cgctgaggga 
2820 

ataacaaggc 
2880 

acccaggctc 
2940 

agagctattt 
3000 

cagcactaca 
3060 

cgctttgtga 
3120 

ctagaacttc 
3180 

ctgtatggag 
3240 

gcaaaacagg 
3300 

cgggatcttc 
3360 



tcagtcctaa 
tctttgcctt 
ccaggatcca 
ttttatgagg 
ctcccatcaa 
gggcgatgga 
cctccggatt 
catgctgctg 
gatgaacttc 
gtttcttcat 
ggttggccag 
cagccacacg 
cttggaaagt 
cgaggccgaa 
ggctcctccg 
ctcaggacgg 
aactagtcct 
aaggagcggg 
ttatctctag 
gccaaagcat 
cccgcaccaa 
acatctcccc 
tgcaggtgaa 
tgcattacct 
agaagggaac 
actggctgat 
tgcagtccag 



agctaacaaa 
cagggaacac 
agccacttgc 
gctgcagtca 
gttacagggt 
gctttgagca 
gagattgggg 
catctgctgc 
cttacactgg 
cttcagctgt 
tagttcctca 
ctcctcctct 
ttcaaacaga 
gccgagagcg 
cttccctggg 
gcgctttgga 
cgactcacgg 
actccggacc 
gatccataag 
tgctgctcac 
tgagaatgac 
ccaggatttg 
gacattcagt 
gaaaaacacc 
aggaaaaacc 
actacatatt 
ctacaacaaa 



ttgtcctcag 
actggaagta 
tttggcaaac 
atgctgacat 
tggaacaggg 
aaggttccca 
ttgcaggtgg 
tggagtctct 
ggtttaacct 
tcaaatagtt 
aaccgtagag 
tctgggccat 
tcttccatca 
atgagagtac 
tccaccgcag 
gccggcccca 
tgagggaatg 
tccaggagtg 
ttggaccctg 
ctagataacc 
ccggccaagc 
gagactgtat 
gaagcttgcc 
agttttgctt 
ctaagtcttt 
ccagatgctc 
cagcgctttg 



ccttggtgaa 
actctggata 
agggaaattc 
gtgtgctgaa 
tctgaaactt 
gctctttaag 
caagaaggtg 
tcctttgtgc 
tctctacttc 
ccttcgctat 
cttgaggggt 
catcttccat 
gctcatttac 
agggaagtga 
atcctcccgc 
ggcagcgtgt 
gaccgacacg 
caaggatgat 
ggcgtttttt 
aggttccagt 
atggggatca 
ttccccatgg 
tgatggtaag 
atccagctat 
gccatgtttt 
atctttgggt 
atcaaccttt 



gaggatctta 
catgaaaacc 
attggcagtc 
gtcttcaatc 
ggggttgtac 
acatatcctg 
gatttgtgtc 
tgggtccaga 
cttctgctgt 
ctgatgttgt 
gttaaagtta 
gttggagaat 
ttccttttcg 
ggaagagggg 
ttgtcaggag 
gtcggtcgcc 
ggtattgtac 
gctgaaagga 
acacatgggg 
tgagagtccg 
gcacgagggt 
ccttcctcct 
gaaaccagcc 
acgatatctt 
tcatttctgt 
gaaaaattgt 
agaggcttca 
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acctggctga agaatttcaa aactacaaat 
3420 

gagaagtatg tctggaataa gagagaactc 
3480 

gttgaacagg gcataacacg ggtgaggaac 
3540 

gagctaaaga ggcaaagttc tttgggtatg 
3600 

aatgctcttt ggggaagaac cactctgaaa 
3660 

gaattagcac ttgttcacaa cttgaggaaa 
3720 

attgtgtcgg ctttgagcca gactgggtct 
3780 

caggagttgc tgggaaagga aggatttgat 
3840 

tccaactata acccaaagga atttgaaagt 
3900 

cttcaacatg agaaagctcc tacagaagaa 
3960 

gcgaacccct cgctgctgga gcggcactgt 
4020 

gaggaagaca gtggacatct gctttatgct 
4080 

acacaggaag aggagccagg cccttgtacc 
4140 

tggacctgca ttaaaatggg tttcactgtg 
4200 

ctaaaacttt atatcagttt attggatgtg 
4260 

tttcctaaaa aataaaatat ctttctaaag 
4320 

tctttagatt ggccaaattg catttctctg 
4380 

caattctaca gaaatttcca gtggttctgt 
4440 

ttcacagctg gctgggcaca gtggctcatg 
4500 

gcgggcagac tgcttgagtt caggagtttg 
4560 

gtctctacta aaaatacaaa aattagccgg 
4620 

acttgggagg ctgaggcagg agaattgctt 
4680 

aaaattgcac cactgcactc cagcctgggc 
4740 

aaataaataa ataaataaat aaa 
476 3 

<210> 4178 
<211> 398 
<212> PRT 

<213> Homo sapiens 



gagcgcttcc tgaaccagat aaaagttcaa 
actgagaaag ggagtcctct gggagaagtg 
gccacagatg cagttggaat tgtgctgaaa 
tttcacctcc tagtggccgt ggatggaatc 
agagaagata aaagcccgat tgcccccgag 
atgatgaaaa atgattggca tggaggcgcc 
ctctttaagc cccggaaagc ctatctgccc 
gccctggatc cctttattcc catcctggtt 
tgtattcagt attatttgga aaacaattgg 
gggaaaaaag agctgctgtt cctaagtaac 
gcctacctct aagccaagat cacagcatgt 
ggacccagta agatgaggaa gtcgggcagt 
tatgggattg gacaggactg cagttggctc 
aatgcgtgac aataagatat tcccttgttc 
gtttttcaca tttaagataa ttatggctct 
tgttgtgtta gattaataat atggaaggag 
atattcctct tgttgcaggt cagaagagat 
tgaggcttta tggaattcag catgtcaaaa 
cctgtaatcc cagcactttg gaagcccaag 
caaccagcct gggcaacatg gtgaaaacct 
gcacgtgtgc atgcgcctgt agtccaagct 
caacttggga ggcggatgtt gcagtgagcc 
agcagagcaa gactccgtct caaaataaat 
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<400> 4178 

Met Met Leu Lys Gly lie Thr 'Arg Leu lie Ser Arg He His Lys Leu 

1 5 10 15 

Asp Pro Gly Arg Phe Leu His Met Gly Thr Gin Ala Arg Gin Ser He 

20 25 30 

Ala Ala His Leu Asp Asn Gin Val Pro Val Glu Ser Pro Arg Ala He 

35 40 45 

Ser Arg Thr Asn Glu Asn Asp Pro Ala Lys His Gly Asp Gin His Glu 

50 55 60 

Gly Gin His Tyr Asn He Ser Pro Gin Asp Leu Glu Thr Val Phe Pro 
65 70 75 80 

His Gly Leu Pro Pro Arg Phe Val Met Gin Val Lys Thr Phe Ser Glu 

85 90 95 

Ala Cys Leu Met Val Arg Lys Pro Ala Leu Glu Leu Leu His Tyr Leu 

100 105 110 

Lys Asn Thr Ser Phe Ala Tyr Pro Ala He Arg Tyr Leu Leu Tyr Gly 

115 120 125 

Glu Lys Gly Thr Gly Lys Thr Leu Ser Leu Cys His Val Phe His Phe 

130 135 140 

Cys Ala Lys Gin Asp Trp Leu He Leu His He Pro Asp Ala His Leu 
145 150 155 160 

Trp Val Lys Asn Cys Arg Asp Leu Leu Gin Ser Ser Tyr Asn Lys Gin 

165 170 175 

Arg Phe Asp Gin Pro Leu Glu Ala Ser Thr Trp Leu Lys Asn Phe Lys 

180 185 190 

Thr Thr Asn Glu Arg Phe Leu Asn Gin He Lys Val Gin Glu Lys Tyr 

195 200 205 

Val Trp Asn Lys Arg Glu Leu Thr Glu Lys Gly Ser Pro Leu Gly Glu 

210 215 220 

Val Val Glu Gin Gly lie Thr Arg Val Arg Asn Ala Thr Asp Ala Val 
225 230 235 240 

Gly He Val Leu Lys Glu Leu Lys Arg Gin Ser Ser Leu Gly Met Phe 

245 250 255 

His Leu Leu Val Ala Val Asp Gly He Asn Ala Leu. Trp Gly Arg Thr 

260 265 270 

Thr Leu Lys Arg Glu Asp Lys Ser Pro He Ala Pro Glu Glu Leu Ala 

275 280 285 

Leu Val His Asn Leu Arg Lys Met Met Lys Asn Asp Trp His Gly Gly 

290 295 300 

Ala He Val Ser Ala Leu Ser Gin Thr Gly Ser Leu Phe Lys Pro Arg 
305 310 315 320 

Lys Ala Tyr Leu Pro Gin Glu Leu Leu Gly Lys Glu Gly Phe Asp Ala 

325 330 335 

Leu Asp Pro Phe He Pro He Leu Val Ser Asn Tyr Asn Pro Lys Glu 

340 345 350 

Phe Glu Ser Cys lie Gin Tyr Tyr Leu Glu Asn Asn Trp Leu Gin His 

355 360 365 

Glu Lys Ala Pro Thr Glu Glu Gly Lys Lys Glu Leu Leu Phe Leu Ser 

370 375 380 

Asn Ala Asn Pro Ser. Leu Leu Glu Arg His Cys Ala Tyr Leu 
385 390 395 

<210> 4179 
<211> 2208 
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<212> DNA 

<213> Homo sapiens 

<400> 4179 

tttttttttt ttttttttgg gaatgttagt gcaatttaat caccataagg gtgactttta 
60 

aagatacact gatagttaaa aaaaaaagac aattaaaaaa tagcattttg ttttttaaat 
120 

ggcacccatt aaagactcaa cagtcaaaat gagacaaatc agtcctttag acgttcacag 
180 

acaattgaaa ggcactttaa aaatccactt tttaaactac cacttgagaa cacatggtag 
240 

cacagtctta aattcatcct agttgatcgg gaatgatgaa tgagtgttgg caccagaaaa 
300 

tcctgcttgc agaagggggc gcaggtgtcg gtccacggga cagccactgg ccaggctagc 
360 

tgccgcctca ctccgcagcc ttctgtggct aaatggcagg acggacacac aggaatgggc 
420 

tttggaccac aagctctggc at:atcgggag gcaaagcact caagtactct gcagtctaga 
4B0 

tgacacattt catggtttgg aggacagaag taggtttcca catcacatga aaaggacagt 
540 

gtcacagtgg ggttacccag taaacagcta ccaaagccat catttcacgc ttccctgtag 
600 

ttttatgagc tcgccctctg catgtggata tggggaaagc cgggcatgaa ggggtgtgtg 
660 

aaaaagaaca gcctctgtga ctgactgcag taagctcaca agtttgtcac tgtcagactt 
720 

agcaagtcag cctgcaaagg ttgtgctgat ctcttggcca cactacctac tcaggttccc 
780 

atccatgcct cctgcctgcc cccaccccca gccccaccag tgagacttct gattggaagt 
840 

ctatagacat aagaattcaa ctctgaccca tggatgagag gatgaggcaa agaaccaatg 
900 

ggttatctag taaacgatca ataactacct acccacaatg attgtcccag gccaatgtca 
960 

caagacgaca ttacttccaa gaaccaagtc atcccttgct tctgcgggcc cagtgccacg 
1020 

ggtactgtcc tgagtggttt ggaaggtggg tagccgctga tacagggaca ggcagatgtg 
1080 

cagacactta ccaccctggt ccaccgatcc caccccatgc ttccacctcc cagagctctt 
1140 

gagataagac cttaagaagg atccttgggc ttgcattaaa accactttgc tgtccgtgga 
1200 

ggtctgacag gacccaatag ttgttactac aaaagtgctt ttgcaaatag ggcaagttag 
1260 

aagaaggagg taatatgaat attctttaga aaaactcaaa tccatcggct tatcaatacc 
1320 

caaagtctga ggctacccag ggcacaattt ggtccatgga atgctgagtg gaggaggcag 
1380 

ctggtgtgag gctgcgcctg actcccagga gcatttagcc atcctttttg gcttggggag 
1440 

tgtcaaagag ccggactgcc ttcctgcaca gcagacagaa ccagtagatc tgaggagcta 
1500 
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cgaggaaggc attggccacg ttgcagtaga atgggatgct gaagggtact tggagcaggc 
1560 

ttagtccctg ctggcggcca taggaccagt acatgaaggg gaagagaagg atccggcagg 
1620 

aaaggaaggt ggccagcgtg aggattccat tcaccttgta cagaagggtg tgctgctgct 
1680 

ttagctgaat cagaaccctg cccagcgaca caaacggagt gctcagttct gccgtgaaga 
1740 

tgcagccgac aaagaagtcc ccaaggtctc cccggagcct ctgtgcgact ggcacaagga 
1800 

caaagagaat gaccgcatga tgtgtgatca tgaggcggtt tcgacttagg aagtttcgaa 
1860 

gagtgaggga gggcgcacgg ttctggtctc tggttcggca ccattcacag aggtacatgg 
1920 

cgtacgagtc atagatcatg tatggaatca gaaaccacac atattcccgg gcaagccagt 
1980 

gcctgccggt gatcacgtcg tcgcaggagc gaatgatgac gatccccgag ccggtggcca 
2040 

gcacggcgtg caccgaggaa accagcctgg tgctgatcat cacgcagtcg gtgcggctcc 
2100 

atccgggctg ggagcggcgc agcgcccagg tgcagagcgc gaagagcccc gggaagaaga 
2160 

gcgcgccccc ggccagcgtc agcagcatcg gggctgcggg tccggccg 
2208 

<210> 4180 

<211> 257 

<212> PRT 

<213> Homo sapiens 

<400> 4180 

Met Leu Leu Thr Leu Ala Gly Gly Ala Leu Phe Phe Pro Gly. Leu Phe 

1 5 10 15 

Ala Leu Cys Thr Trp Ala Leu Arg Arg Ser Gin Pro Gly Trp Ser Arg 

20 25 30 

Thr Asp Cys Val Met lie Ser Thr Arg Leu Val Ser Ser Val His Ala 

35 40 45 

Val Leu Ala Thr Gly Ser Gly lie Val lie lie Arg Ser Cys Asp Asp 

50 55 60 

Val He Thr Gly Arg His Trp Leu Ala Arg Glu Tyr Val Trp Phe Leu 
65 70 75 80 

He Pro Tyr Met He Tyr Asp Ser Tyr Ala Met Tyr Leu Cys Glu Trp 

85 90 95 

Cys Arg Thr Arg Asp Gin Asn Arg Ala Pro Ser Leu Thr Leu Arg Asn 

100 105 HO 

Phe Leu Ser Arg Asn Arg Leu Met He Thr His His Ala Val lie Leu 

115 120 125 

Phe Val Leu Val Pro Val Ala Gin Arg Leu Arg Gly Asp Leu Gly Asp 

130 135 140 

Phe Phe Val Gly Cys He Phe Thr Ala Glu Leu Ser Thr Pro Phe Val 
145 150 155 160 

Ser Leu Gly Arg Val Leu He Gin Leu Lys Gin Gin His Thr Leu Leu 

165 170 175 

Tyr Lys Val Asn Gly He Leu Thr Leu Ala Thr Phe Leu Ser Cys Arg 
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180 185 190 

lie Leu Leu Phe Pro Phe Met Tyr Trp Ser Tyr Gly Arg Gin Gin Gly 

195 200 205 

Leu Ser Leu Leu Gin Val Pro Phe Ser lie Pro Phe Tyr Cys Asn Val 

210 215 220 

Ala Asn Ala Phe Leu Val Ala Pro Gin lie Tyr Trp Phe Cys Leu Leu 
225 230 235 240 

Cys Arg Lys Ala Val Arg Leu Phe Asp Thr Pro Gin Ala Lys Lys Asp 
245 250 255 

Gly 



<210> 4181 
<211> 735 
<212> DNA 

<213> Homo sapiens 

<400> 4181 - ■ ' " . 

nagtccggcc ttgttgtcac gcgtgcattt gggtggctgc atgggcacac gcctgtgagg 
60 

ccagggccgg ccgggtcttc ggttctctgg cttggctcag gcagcagttc ctgcagactt 
120 

ttctcactgc tgttcagcaa tatgtctcct ttaaaatagc acccggcggg gatagagttc 
180 

tctctgtgtc tgctgtttgc caagctggtc agttacacct tcctctactg gctgcccctg 
240 

tacatcgcca atgtggctca ctttagtgcc aaggaggctg gggaectgtc tacactcttc 
300 

gatgttggtg gcatcatagg cggcatcgtg gcagggctcg tctctgacta caccaatggc 
360 

agggccacca cttgctgtgt catgctcatc ttggctgccc ccatgatgtt cctgtacaac 
420 

tacattggcc aggacgggat tgccagctcc atagtgatgc tgatcatctg tgggggcctg 
480 

gtcaatggcc catacgccnt catcaccact gctgtctctg ctgacctggg gactcacaag 
540 , 

agcctgaagg gcaacgccaa agccctgtcc acggtcacgg ccatcattga cggcaccggc 
600 

tccataggtg cggctctggg gcctctgctg gctgggctca tctcccccac gggctggaac 
660 

aatgtcttct acatgctcat ctctgccgac gtcctagcct gcttgctcct ttgccggtta 
720 

gtatacaaag agate 
735 

<210> 4182 
<211> 192 
<212> PRT 

<213> Homo sapiens 
<400> 4182 

His Pro Ala Gly lie Glu Phe Ser Leu Cys Leu Leu Phe Ala Lys Leu 

1 - .5 10 15 

Val Ser Tyr Thr Phe Leu Tyr Trp Leu Pro Leu Tyr lie Ala Asn Val 
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20 25 30 

Ala His Phe.Ser Ala Lys Glu Ala Gly Asp Leu Ser Thr Leu Phe Asp 

35 40 45 

Val Gly Gly He lie Gly, Gly lie Val Ala Gly Leu Val Ser Asp Tyr ■- 

50 55 60 

Thr Asn Gly Arg Ala Thr Thr Cys Cys Val Met Leu lie Leu Ala Ala 
65 70 75 80 

Pro Met Met Phe Leu Tyr Asn Tyr lie Gly Gin Asp Gly He Ala Ser 

85 90 95 

Ser lie Val Met Leu He He Cys Gly Gly Leu Val Asn Gly Pro Tyr 

100 105 HO 

Ala Xaa lie Thr Thr Ala Val Ser Ala Asp Leu Gly Thr His Lys Ser 

115 120 125 

Leu Lys Gly Asn Ala Lys Ala Leu Ser Thr Val Thr Ala He lie Asp 

130 135 140 

Gly Thr Gly Ser He Gly Ala Ala Leu Gly Pro Leu Leu Ala Gly Leu 
145 150 155 160 

He Ser Pro Thr Gly Trp Asn Asn Val Phe Tyr Met Leu He Ser Ala 

165 170 175 

Asp Val Leu Ala Cys Leu Leu Leu Cys Arg Leu Val Tyr Lys Glu He 
180 185 190 

<210> 4183 
<211> 1129 
<212> DNA 

<213> Homo sapiens 

<400> 4183 . . 

tttttttttt ttcaaaggct tatctttatc ttgaacttct tttgagaagc gctccctttc 
60 

aatagctgat tctctctcta ttcgctcaat ttcagccaat gcatccaatt ccacttcatc 
120 

atatataggt ccctgttgtg atatctgttg ttgattctgt accacagaag tctggggttg 
180 

ttttgtagca actgaagtgt tctgttgtaa aacaggcact tgatttgctg gaaggaatgc 
240 

tgtttgttct tgctgcgaca aacattgagc agcattaagt gggcggttta cgtcctgtgg 
300 

agtaatgggt gtttttgaag tctgtccttg atactgcaca ttaaaaggaa tatcattttc 
360 

tgaaacattg ctattttcca taccagatag catatcctct tgctggtcca tatccgaaga 
420 

ccttacacga gaaagtctta atgtaagttt agtagagtcc ttggatggag aactaattat 
480 

atcatacatt gccgctttet cactctgctc tttttcatcc ttgcctaatt tcattttctt 
540 

ctgcttcttt tgttttcttt ctggagaatc tagcaagata tctggtggaa catctcgagg 
600 

tgatgaacaa ggtagagact gagattgtag gattaaaggt ggtcttgagc ctttaggagt 
660 

tccttcactt ccagcagggg agcatactgg ctgtggagat ctcaagggaa aagatgcagc 
720 

attcctcatt gttgaagaat ctccatcgtc actacttagc ctgtgcacca tgtgtaggta 
780 
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gtcctcactt gaaccatgtc taggattatc agcatgatga ttagctgaat tgccagacaa 
840 

cggaccagaa actttattat catgtatgtt tctcaaacca cctgcaacaa tgggacttga 
900 

taccgatgct tgttgcatct gtggatgtgt tgtgtaactt gaaggatggg aatatggcat 
960 

gtatcctgca gggctttgtg gggcgtatgg actaggcact gggctatttt gctgtggcat 
1020 

aaatctgttc ccagagcttg tctgtggtgg cacaaaccgg ctggaggggc tatgtgagat 
1080 

agtggtttgt tgataattgg aagatgcagg actactgtgc atggaattc 
1129 

<210> 4184 

<211> 374 

<212> PRT 

<213> Homo sapiens 

<400> 4184 

Met His Ser Ser Pro Ala Ser Ser Asn Tyr Gin Gin Thr Thr lie Ser 

1 5 10 15 

His Ser Pro Ser Ser Arg Phe Val Pro Pro Gin Thr Ser Ser Gly Asn 

20 25 30 

Arg Phe Met Pro Gin Gin Asn Ser Pro Val Pro Ser Pro Tyr Ala Pro 

35 40 45 

Gin Ser Pro Ala Gly Tyr Met Pro Tyr Ser His Pro Ser Ser Tyr Thr 

50 55 60 

Thr His Pro Gin Met Gin Gin Ala Ser Val Ser Ser Pro lie Val Ala 
65 70 75 80 

Gly Gly Leu Arg Asn lie His Asp Asn Lys Val Ser Gly Pro Leu Ser 

85 90 95 

Gly Asn Ser Ala Asn His His Ala Asp Asn Pro Arg His Gly Ser Ser 

100 105 110 

Glu Asp Tyr Leu His Met Val His Arg Leu Ser Ser Asp Asp Gly Asp 

115 120 125 

Ser Ser Thr Met Arg Asn Ala Ala Ser Phe Pro Leu Arg Ser Pro Gin 

130 135 140 

Pro Val Cys Ser Pro Ala Gly Ser Glu Gly Thr Pro Lys Gly Ser Arg 
145 150 155 160 

Pro Pro Leu lie Leu Gin Ser Gin Ser Leu Pro Cys Ser Ser Pro Arg 

165 170 175 

Asp Val Pro Pro Asp lie Leu Leu Asp Ser Pro Glu Arg Lys Gin Lys 

180 185 190 

Lys Gin Lys Lys Met Lys Leu Gly Lys Asp Glu Lys Glu Gin Ser Glu 

195 200 205 

Lys Ala Ala Met Tyr Asp lie lie Ser Ser Pro Ser Lys Asp Ser Thr 

210 215 220 

Lys Leu Thr Leu Arg Leu Ser Arg Val Arg Ser Ser Asp Met Asp Gin 
225 230 235 240 

Gin Glu Asp Met Leu Ser Gly Met Glu Asn Ser Asn Val Ser Glu Asn 

245 250 255 

Asp He Pro Phe Asn Val Gin Tyr Gin Gly Gin Thr Ser Lys Thr Pro 

260 265 270 

He Thr Pro Gin Asp Val Asn Arg Pro Leu Asn Ala Ala Gin Cys Leu 
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275 280 285 

Ser Gin Gin Glu Gin Thr Ala Phe Leu Pro Ala Asn Gin Val Pro Val 

290 295 300 

Leu Gin Gin Asn Thr Ser Val Ala Thr Lys Gin Pro Gin Thr Ser Val 
305 310 - 315 320 

Val Gin Asn Gin Gin Gin lie Ser Gin Gin Gly Pro lie Tyr Asp Glu 

325 330 335 

Val Glu Leu Asp Ala Leu Ala Glu lie Glu Arg lie Glu Arg Glu Ser 

340 345 350 

Ala lie Glu Arg Glu Arg Phe Ser Lys Glu Val Gin Asp Lys Asp Lys 

355 360 365 

Pro Leu Lys Lys Lys Lys 
370 

<210> 4185 

<211> 14*81 

• <212> DNA 

<213> Homo sapiens 

<400> 4185 

ntggtgttta agagtfctgga caaaaagaat gatggacgca ttgacgcgca ggagatcatg 
60 

cagtccctgc gggacttggg agtcaagata tctgaacagc aggcagaaaa aattctcaag 
120 

agcatggata aaaacggcac gatgaccatc gactggaacg agtggagaga ctaccacctc 
180 

ctccaccccg tggaaaacat ccccgagatc atcctctact ggaagcattc cacgatcttt 
240 

gatgtgggtg agaatctaac ggtcccggat gagttcacag tggaggagag gcagacgggg 
300 

atgtggtgga gacacctggt ggcaggaggt ggggcagggg ccgtatccag aacctgcacg 
360 

gcccccctgg acaggctcaa ggtgctcatg caggtccatg cctcccgcag caacaacatg 
420 

ggcatcgttg gtggcttcac tcagatgatt cgagaaggag gggccaggtc actctggcgg 
480 

ggcaatggca tcaacgtcct caaaattgcc cccgaatcag ccatcaaatt catggcctat 
540 

gagcagatca agcgccttgt tggtagtgac caggagactc tgaggattca cgagaggctt 
600 

gtggcagggt ccttggcagg ggccatcgcc cagagcagca tctacccaat ggaggtcctg 
660 

aagacccgga tggcgctgcg gaagacaggc cagtactcag gaatgctgga ctgcgccagg 
720 

aggatcctgg ccagagaggg ggtggccgcc ttctacaaag gctatgtccc caacatgctg 
780 

ggcatcatcc cctatgccgg catcgacctt gcagtctacg agacgctcaa gaatgcctgg 
840 

ctgcagcact atgcagtgaa cagcgcggac cccggcgtgt ttgtgctcct ggcctgtggc 
900 

accatgtcca gtacctgtgg ccagctggcc agctaccccc tggccctagt caggacccgg 
960 

atgcaggcgc aagcctctat tgagggcgct ccggaggtga ccatgagcag cctcttcaaa 
1020 
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catatcctgc ggaccgaggg ggccttcggg ctgtacaggg ggctggcccc caacttcatg 
1080 

aaggtcatcc cagctgtgag catcagctac gtggtctacg agaacctgaa gatcaccctg 
1140 

ggcgtgcagt cgcggtgacg gggggagggc cgcccggcag tggactcgct gatcctgggc 
1200 

cgcagcctgg ggtgtgcagc catctcattc tgtgaatgtg ccaacactaa gctgtctcga 
1260 

gccaagctgt gaaaacccta gacgcacccg cagggagggt ggggagagct ggcaggccca 
1320 

gggcttgtcc tgctgacccc agcagaccct cctgttggtt ccagcgaaga ccacaggcat 
1380 

tccttagggt ccagggtcag caggctccgg gctcacatgt gtaaggacag gacattttct 
1440 

gcagtgcctg ccaatagtga gcttggagcc tggaggccgg c 
1481 

<210> 4186 

<211> 385 

<212> PRT 

<213> Homo sapiens 

<400> 4186 

Xaa Val Phe Lys Ser Leu Asp Lys Lys Asn Asp Gly Arg lie Asp Ala 

1 5 10 15 

Gin Glu lie Met Gin Ser Leu Arg Asp Leu Gly Val Lys lie Ser Glu 

20 25 30 

Gin Gin Ala Glu Lys lie Leu Lys Ser Met Asp Lys Asn Gly Thr Met 

35 40 45 

Thr lie Asp Trp Asn Glu Trp Arg Asp Tyr His Leu Leu His Pro Val 

50 55 60 

Glu Asn lie Pro Glu lie lie Leu Tyr Trp Lys His Ser Thr lie Phe 
65 70 75 80 

Asp Val Gly Glu Asn Leu Thr Val Pro Asp Glu Phe Thr Val Glu Glu 

85 90 95 

Arg Gin Thr Gly Met Trp Trp Arg His Leu Val Ala Gly Gly Gly Ala 

100 105 110 

Gly Ala Val Ser Arg Thr Cys Thr Ala Pro Leu Asp Arg Leu Lys Val 

115 120 125 

Leu Met Gin Val His Ala Ser Arg Ser Asn Asn Met Gly lie Val Gly 

130 135 140 

Gly Phe Thr Gin Met lie Arg Glu Gly Gly Ala Arg Ser Leu Trp Arg 
145 150 155 160 

Gly Asn Gly lie Asn Val Leu Lys lie Ala Pro Glu Ser Ala lie Lys 

165 170 175 

Phe Met Ala Tyr Glu Gin He Lys Arg Leu Val Gly Ser Asp Gin Glu 

180 185 190 

Thr Leu Arg lie His Glu Arg Leu Val Ala Gly Ser Leu Ala Gly Ala 

195 200 205 

He Ala Gin Ser Ser lie Tyr Pro Met Glu Val Leu Lys Thr Arg Met 

210 215 220 

Ala Leu Arg Lys Thr Gly Gin Tyr Ser Gly Met Leu Asp Cys Ala Arg 
225 . 230 235 240 

Arg He Leu Ala Arg Glu Gly Val Ala Ala Phe Tyr Lys Gly Tyr Val 
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245 250 255 

Pro Asn Met Leu Gly lie He Pro Tyr Ala Gly He Asp Leu Ala Val 

260 265 270 

Tyr Glu Thr Leu Lys Asn Ala Trp Leu Gin His Tyr Ala Val Asn Ser 

275 280 285 

Ala Asp Pro Gly Val Phe Val Leu Leu Ala Cys Gly Thr Met Ser Ser 

290 295 300 

Thr Cys Gly Gin Leu Ala Ser Tyr Pro Leu Ala Leu Val Arg Thr Arg 
305 310 315 320 

Met Gin Ala Gin Ala Ser He Glu Gly Ala Pro Glu Val Thr Met Ser 

325 330 335 

Ser Leu Phe Lys His He Leu Arg Thr Glu Gly Ala Phe Gly Leu Tyr 

340 345 350 

Arg Gly Leu Ala Pro Asn Phe Met Lys Val He Pro Ala Val Ser He . 

355 360 365 

Ser Tyr. Val Val Tyr Glu Asn Leu Lys He. Thr Leu Gly Val Gin Ser 
370 375 380 

Arg 
385 

<210> 4187 
<211> 1087 
<212> DNA 

<213> Homo sapiens 
<400> 4187 

ntggccattg accgagcctg cccagaaagc gcttctctcc ttggtcaccc tcgagtcctg 
60 

gctgattctt ttcctgacag ttccccttat gagggttaca actatggctc ctttgagaat 
120 

gtttctggat , ctaccgatgg tctggttgac agcgctggca ctggggacct ctcttacggt 
180 

taccagggcc gctcctttga acctgtaggt actcggcccc gagtggactc catgagctct 
240 

gtggaggagg atgactacga cacattgacc gacatcgatt ccgacaagaa tgtcattcgc 
300 

accaagcaat acctctatgt ggctgacctg gcacggaagg acaagcgtgt tctgcggaaa 
360 

aagtaccaga tctacttctg gaacattgcc accattgctg tcttctatgc ccttcctgtg 
420 

gtgcagctgg tgatcaccta cccagaggnn ggnggatgta cnaggggatc nagggacatc 
480 

tgctcntcna acttcctctg cgcccaccca ctgggcaatc tcagcgcctt caacaacatc 
540 

ctcagcaacc tggggtacat cctgctgggg ctgcttttcc tgctcatcat cctgcaacgg 
600 

gagatcaacc acaaccgggc cctgctgcgc aatgacctct gtgccctgga atgtgggatc 
660 

cccaaacact ttgggctttt ctacgccatg ggcacagccc tgatgatgga ggggctgctc 
720 

agtgcttgct atcatgtgtg ccccaactat accaatttcc agtttggtga gtggggcgtc 
780 

cttcttttct ggctcaacct acagcaggga cctgcctgag tccttcacta tccccaagtc 
840 
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acccacaggg atcgctaaga cacccctgta ggaaactcca aggctggcgt gcctgggtgt 
900 

gcacacatcc tagcctatgg aacatgggca cctagatgct gcttcattca tctgtcaagc 
960 

tattcctatg taaaggcatg tgccgcagtg aagaaaacag tataattaag aaggggtccc 
1020 

tggccgggtg cagtggctca cgcctgtaat cccagcactt tgggaggcag aggcgggtgg 

1080 

atcatga 

1087 

<210> 4188 

<211> 272 

<212> PRT 

<213> Homo sapiens 

<400> 4188 

Xaa Ala lie Asp Arg Ala Cys Pro Glu Ser Ala Ser Leu Leu Gly His 

1 5 10 15 

Pro Arg Val Leu Ala Asp Ser Phe Pro Asp Ser Ser Pro Tyr Glu Gly 

20 25 30 

Tyr Asn Tyr Gly Ser Phe Glu Asn Val Ser Gly Ser Thr Asp Gly Leu 

35 40 45 

Val Asp Ser Ala Gly Thr Gly Asp Leu Ser Tyr Gly Tyr Gin Gly Arg 

50 55 60 

Ser Phe Glu Pro Val Gly Thr Arg Pro Arg Val Asp Ser Met Ser Ser 
65 70 75 80 

Val Glu Glu Asp Asp Tyr Asp Thr Leu Thr Asp lie Asp Ser Asp Lys 

85 90 95 

Asn Val lie Arg Thr Lys Gin Tyr Leu Tyr Val Ala Asp Leu Ala Arg 

100 105 110 

Lys Asp Lys Arg Val Leu Arg Lys Lys Tyr Gin lie Tyr Phe Trp Asn 

115 120 125 

lie Ala Thr lie Ala Val Phe Tyr Ala Leu Pro Val Val Gin Leu Val 

130 135 140 

lie Thr Tyr Pro Glu Xaa Gly Gly Cys Thr Arg Gly Ser Arg Asp lie 
145 150 155 160 

Cys Ser Ser Asn Phe Leu Cys Ala His Pro Leu Gly Asn Leu Ser Ala 

165 170 175 

Phe Asn Asn lie Leu Ser Asn Leu Gly Tyr lie Leu Leu Gly Leu Leu 

180 185 190 

Phe Leu Leu lie lie Leu Gin Arg Glu lie Asn His Asn Arg Ala Leu 

195 200 205 

Leu Arg Asn Asp Leu Cys Ala Leu Glu Cys Gly lie Pro Lys His Phe . 

210 215 220 

Gly Leu Phe Tyr Ala Met Gly Thr Ala Leu Met Met Glu Gly Leu Leu 
225 230 235 240 

Ser Ala Cys Tyr His Val Cys Pro Asn Tyr Thr Asn Phe Gin Phe Gly 

245 250 255 

Glu Trp Gly Val Leu Leu Phe Trp Leu Asn Leu Gin Gin Gly Pro Ala 
260 265 270 

<210> 4189 
<211> 1570 
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<212> DNA 

<213> Homo sapiens 

<400> 4189 

agatctattc gatcttttgc taatgatgat 
60 

tatccatctc cggaggaact tgaagctgtt 
120 

cttaaacatg tctcagattg gttggatgaa 
180 

acagaagtga agaaagatga ggccggagaa 
240 

ttgtgtggtg taatgaggat tggcctggtt 
300 

gacttggagc tggttttaat gtgcaaagac 
360 

aaagataatc ttcctattca gattcagaaa 
420 

tgtgtaaatg aggcatctat tataattcgg 
480 

gtgatactta cctcacctct aattagggac 
540 

tcgatgaaag atcctccgga cttattggac 
600 

cttcgacatg ccaaatggtt tcaggcaagg 
660 

ctccgcattc tgcgtgattt gtgcaacaga 
720 

ccactagaac ttatatgtga aaagtctata 
780 

gaggccttga gacgagtaat ggagtgtttg 
84 0 

ggtcttcatg atccttgtga gcgagaccca 
900 

caaaaagaag atattaccca cagtgcacag 
960 

atttacaaag tgctggagat ggaccccctt 
1020 

tggtcagtta ctgataaaga aggtgctggg 
1080 

ggattagggg atgataaaga ccccaacaag 
1140 

gatagtaaag caatagacct tatgaatgca 
1200 

cttcagtata agctcctatc tcagtctggc 
1260 

gtagatgtgg atggcacaac atatgaagcc 
1320 

cacgtagcgg tgaaggtatt gcaggcaatg 
1380 

gaatgtatga gttccgatga aaaaagaaga 
1440 

ggtggaagcc atgacaagcg ctttgtaatg 
1500 



cgccatgtta tggtgaaaca ttcaacaatc 
cagaatatgg tatctactgt tgaatgtgct 
acaaataaag gcacaaaaac agagggtgag 
aactattcca aggatcaagg tggtcggaca 
gcaaaaggct tgctgattaa agatgatatg 
aaacccacag agaccctgtt aaatacagtc 
ctcacagaag agaaatatca agtggaacaa 
aatacaaaag agcccacgct aactttgaag 
gaattggaga agaaggatgg agaaaatgtt 
aggcagaaat gcctgaacgc cttggcgtct 
gcaaatggat taaaatcatg tgtaattgtc 
gtccccacat gggcaccatt gaaaggatgg 
ggtacttgta atagaccttt gggcgctggg 
gcatctggaa tactacttcc tgggggtcct 
acagatgctc tgagctatat gaccatccag 
catgcactca gactatcagc ctttggtcag 
ccatctagta agccttttca gaagtattcc 
tcttcagctc taaagaggcc atttgaagat 
aagatgaaac gaaacttaag gaaaattctg 
ctaatgaggc taaatcagat caggcctggg 
cccgttcatg ccccagtctt cacaatgtct 
tcaggaccat ccaagaaaac agcaaaactt 
ggatatccaa caggctttga tgcagatatt 
ggtctcaagt atgaactcat ctcagagact 
gaggtagaag tagatggaca gaaattcaga 
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ggcgcaggtc caaataagaa agtggcaaag gcgagtgcag ctttactcgc tnntggagaa 
1560 

actgttttct 
1570 

<210> 4190 
<211> 523 
<212> PRT 

<213> Homo sapiens 



<400> 4190 
Arg Ser lie Arg 
1 

His Ser Thr lie 
20 

Met Val Ser Thr 
3 5 

Asp Glu Thr Asn 
50 

Lys Asp Glu Ala 
65 

Leu Cys Gly val 

Lys Asp Asp Met 
100 

Thr Glu Thr Leu 
115 

Gin Lys Leu Thr 
130 

Ala Ser lie lie 
14 5 

Val lie Leu Thr 

Gly Glu Asn Val 
180 

Lys Cys Leu Asn 
195 

Ala Arg Ala Asn 
210 

Arg Asp Leu Cys 
225 

Pro Leu Glu Leu 

Leu Gly Ala Gly 
260 

Gly lie Leu Leu 
275 

Asp Pro Thr Asp 
290 

He Thr His Ser 
305 

He Tyr Lys Val 
Gin Lys Tyr Ser 



Ser Phe Ala Asn 
5 

Tyr Pro Ser Pro 

Val Glu Cys Ala 
40 

Lys Gly Thr Lys 
55 

Gly Glu Asn Tyr 
70 

Met Arg lie Gly 
85 

Asp Leu Glu Leu 

Leu Asn Thr Val 
120 

Glu Glu Lys Tyr 
135 

He Arg Asn Thr 
150 

Ser Pro Leu He 
165 

Ser Met Lys Asp 

Ala Leu Ala Ser 
200 

Gly Leu Lys Ser 
215 

Asn Arg Val Pro 
230 

He Cys Glu Lys 
245 

Glu Ala Leu Arg 

Pro Gly Gly Pro 
280 

Ala Leu Ser Tyr 
295 

Ala Gin His Ala 
310 

Leu Glu Met Asp 
325 

Trp Ser Val Thr 



Asp Asp Arg His 

Glu Glu Leu Glu 
25 

Leu Lys His Val 

Thr Glu Gly Glu 
60 

Ser Lys Asp Gin 
75 

Leu Val Ala Lys 
90 

Val Leu Met Cys 
105 

Lys Asp Asn Leu 

Gin Val Glu Gin 
140 

Lys Glu Pro Thr 
155 

Arg Asp Glu Leu 
. 170 

Pro Pro Asp Leu 
185 

Leu Arg His Ala 

Cys Val He Val 
220 

Thr Trp Ala Pro 
235 

Ser He Gly Thr 
250 

Arg Val Met Glu 
265 

Gly Leu His Asp 

Met Thr He Gin 
300 

Leu Arg Leu Ser 
315 

Pro Leu Pro Ser 
330 

Asp Lys Glu Gly 



Val Met Val Lys 
15 

Ala Val Gin Asn 
30 

Ser Asp Trp Leu 
45 

Thr Glu Val Lys 

Gly Gly Arg Thr 
80 

Gly Leu Leu He 
95 

Lys Asp Lys Pro 
110 

Pro He Gin He 
125 

Cys Val Asn Glu 

Leu Thr Leu Lys 
160 

Glu Lys Lys Asp 
175 

Leu Asp Arg Gin 
190 

Lys Trp Phe Gin 
205 

Leu Arg He Leu 

Leu Lys Gly Trp 
240 

Cys Asn Arg Pro 
255 

Cys Leu Ala Ser 
270 

Pro Cys Glu Arg 
285 

Gin Lys Glu Asp 

Ala Phe Gly Gin 
320 

Ser Lys Pro Phe 
335 

Ala Gly Ser Ser 
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340 

Ala Leu Lys Arg 
355 

Asn Lys Lys Met 
370 

lie Asp Leu Met 
385 

Leu Gin Tyr Lys 

Phe Thr Met Ser 
420 

Pro Ser Lys Lys 
435 

Ala Met Gly Tyr 
450 

Ser Asp Glu Lys 
465 

Gly Gly Ser His 

Gin Lys Phe Arg 
500 

Ala Ala Leu Leu 
515 



Pro Phe Glu Asp 
360 

Lys Arg Asn Leu 
375 

Asn Ala Leu Met 
3 90 

Leu Leu Ser Gin 
405 

Val Asp Val Asp 

Thr Ala Lys Leu 
440 

Pro Thr Gly Phe 
455 

Arg Arg Gly Leu 
470 

Asp Lys Arg Phe 
485 

Gly Ala Gly Pro 

Ala Xaa Gly Glu 
520 



345 

Gly Leu Gly Asp 

Arg Lys lie Leu 
380 

Arg Leu Asn Gin 
395 

Ser Gly Pro Val 
410 

Gly Thr Thr Tyr 
425 

His Val Ala Val 

Asp Ala Asp lie 
460 

Lys Tyr Glu Leu 
475 

Val Met Glu Val 
490 

Asn Lys Lys Val 
505 

Thr Val Phe 



350 

Asp Lys Asp Pro 
365 

Asp Ser Lys Al a 

lie Arg Pro Gly 
400 

His Ala Pro Val 
415 

Glu Ala Ser Gly 
430 

Lys Val Leu Gin 
445 

Glu Cys Met Ser 

lie Ser Glu Thr 
480 

Glu Val Asp Gly 
495 

Ala Lys Ala Ser 
510 



<210> 4191 

<211> 1661 

<212> DNA 

<213> Homo sapiens 



<400> 4191 

nngccggcga cagtcggggt 
60 

gacgagaccc tgggtgtggc 
120 

ggggagacga aaagttgcca 
180 

aggaatcatg tggacgccca 
240 

ccgtcccagt acgacatacc 
300 

atccgagagc tgaacaagaa 
360 

accgagcagc agcagatggt 
420 

cagggtctgc atgtgaccag 
480 

tacggccggc tggaccatgg 
540 

ctggaccggc gagacctgcg 
600 

gtcctgtgtc tggccttcca 
660 

ggtgaggtgt tggtgtggga 
720 



tgcgagcggc ccggggccgg 
gtccgtgccc tcgcagtgga 
gacggccagc attgccactg 
ggtgcagacg gaggcccccg 
caggctcgca gcctttcttc 
ttggcagagc cacgcgtttg 
gtcttgtctg tataccctgg 
catctcctgg aactccactg 
ggactggagc acgcttaagt 
tccccagcaa ccgtcggccg 
ccccacgcag ccctcccacg 
cctgagccgt cttgaggacc 



ggcggccagg gccgctgcag 
gggccgtcca gggcatccgc 
ccagtgcatc cgcccaggcc 
tgcctgtcag cgtgcagccc 
ggagagtgga ggccatggtc 
atggcttcga ggtgaactgg 
gctacccgcc agcccaagcg 
gctctgtggt ggcctgtgcc 
ccttcgtgtg tgcctggaac 
tggtggaggt ccccagcgct 
tcgcaggagg gctgtacagt 
cgctgctgtg gcgcacaggc 
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ctgacggatg acacccacac agaccctgtg tcccaggtgg tgtggctgcc cgagcctggg 
780 

cacagccacc gcttccaggt gctgagtgtg gccactgacg ggaaggtgct actctggcag 
840 

ggcatcgggg taggccagct gcagctcaca gagggcttcg ccctggtcat gcagcagctg 
900 

ccacggagca ccaagctcaa gaagcatccc cgcggggaga ccgaggtggg cgccacggca 
960 

gtggccttct ccagctttga ccctaggctg ttcattctgg gcacggaagg cggcttcccg 
1020 

ctcaagtgtt ccctggcagc tggagaggca gccctcacgc ggatgcccag ctccgtgccc 
1080 

ctgcgggccc cagcacagtt taccttctcc ccccacggcg gtcccatcta ctctgtgagc 
1140 

tgttccccct tccacaggaa tctcttcctg agcgctggga ctgacgggca tgtccacctg 
1200 

tactccatgc tgcaggcccc tcccttgact tcgctgcagc tctccctcaa gtatctgttt 
1260 

gctgtgcgct ggtccccagt gcggcccttg gtttttgcag ctgcctctgg gaaaggtgac 
1320 

gtgcagctgt ttgatctcca gaaaagctcc cagaaaccca cagttttgat caagcaaacc 
1380 

caggatgaaa gccctgtcta ctgtctggag ttcaacagcc agcagactca gctcttggct 
1440 

gcgggcgatg cccagggcac agtgaaggtg tggcagctga gcacagagtt cacggaacaa 
1500 

gggccccggg aagctgagga cctggactgc ctggcagcag aggtggcggc ctgaggggtc 
1560 

ccgggaggcg ggtgcaagcc ttcgctgtgc cgagccttgt gtttctgacg caagccaaat 
1620 

gaagaaaagc aaagcttt< 
1661 

<210> 4192 
<211> 517 
<212> PRT 

<213> Homo sapiens 

<400> 4192 
Xaa Pro Ala Thr Val 

1 5 
Gly Pro Leu Gin Asp 
20 

Trp Arg Ala Val Gin 
35 

Ala Ser lie Ala Thr 
50 

Asp Ala Gin Val Gin 
65 

Pro Ser Gin Tyr Asp 
85 

Glu Ala Met Val He 
100 

Phe Asp Gly Phe Glu 



aa aaaaaaaaaa aaaaaaaaaa a 



Gly Val Ala Ser Gly Pro Gly Pro Gly Arg Pro 

10 15 
Glu Thr Leu Gly Val Ala Ser Val Pro Ser Gin 

25 30 
Gly He Arg Gly Glu Thr Lys Ser Cys Gin Thr 

40 45 
Ala Ser Ala Ser Ala Gin Ala Arg Asn His Val 

55 60 
Thr Glu Ala Pro Val Pro Val Ser Val Gin Pro 
70 75 80 

He Pro Arg Leu Ala Ala. Phe Leu Arg Arg Val 

90 95 
Arg Glu Leu Asn Lys Asn Trp Gin Ser His Ala 

105 110 
Val Asn Trp Thr Glu Gin Gin Gin Met Val Ser 
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115 120 125 

Cys Leu Tyr Thr Leu Gly Tyr Pro. Pro Ala Gin Ala Gin Gly Leu His 

130 135 140 

Val Thr Ser lie Ser Trp Asn Ser Thr Gly Ser Val Val Ala Cys Ala 
145 150 155 160 

Tyr Gly Arg Leu Asp His Gly Asp Trp Ser Thr Leu Lys Ser Phe Val 

165 170 175 

Cys Ala Trp Asn Leu Asp Arg Arg Asp Leu Arg Pro Gin Gin Pro Ser 

180 185 190 

Ala Val Val Glu Val Pro Ser Ala Val Leu Cys Leu Ala Phe His Pro 

195 200 205 

Thr Gin Pro Ser His Val Ala Gly Gly Leu Tyr Ser Gly Glu Val Leu 

210 215 220 

Val Trp Asp Leu Ser Arg Leu Glu Asp Pro Leu Leu Trp Arg Thr Gly 
225 230 235 240 

Leu Thr Asp Asp Thr His Thr. Asp Pro Val Ser Gin Val Val Trp Leu 

245 250 255 

Pro Glu Pro Gly His Ser His Arg Phe Gin Val Leu Ser Val Ala Thr 

260 265 270 

Asp Gly Lys Val Leu Leu Trp Gin Gly lie Gly Val Gly Gin Leu Gin 

275 280 285 

Leu Thr Glu Gly Phe Ala Leu Val Met Gin Gin Leu Pro Arg Ser Thr 

290 295 300 

Lys Leu Lys Lys His Pro Arg Gly Glu Thr Glu Val Gly Ala Thr Ala 
305 310 315 320 

Val Ala Phe Ser Ser Phe Asp Pro Arg Leu Phe lie Leu Gly Thr Glu 

325 330 335 

Gly Gly Phe Pro Leu Lys Cys Ser Leu Ala Ala Gly Glu Ala Ala Leu 

340 345 350 

Thr Arg Met Pro Ser Ser Val Pro Leu Arg Ala Pro Ala Gin Phe Thr 

355 360 365 

Phe Ser Pro His Gly Gly Pro lie Tyr Ser Val Ser Cys Ser Pro Phe 

370 375 380 

His Arg Asn Leu Phe Leu Ser Ala Gly Thr Asp Gly His Val His Leu 
385 390 395 400 

Tyr Ser Met Leu Gin Ala Pro Pro Leu Thr Ser Leu Gin Leu Ser Leu 

405 410 415 

Lys Tyr Leu Phe Ala Val Arg Trp Ser Pro Val Arg Pro Leu Val Phe 

420 425 430 

Ala Ala Ala Ser Gly Lys Gly Asp Val Gin Leu Phe Asp Leu Gin Lys 

435 440 445 

Ser Ser Gin Lys Pro Thr Val Leu lie Lys Gin Thr Gin Asp Glu Ser 

450 455 460 

Pro Val Tyr Cys Leu Glu Phe Asn Ser Gin Gin Thr Gin Leu Leu Ala 
465 470 475 480 

Ala Gly Asp Ala Gin Gly Thr Val Lys Val Trp Gin Leu Ser Thr Glu 

485 490 495 

Phe Thr Glu Gin Gly Pro Arg Glu Ala Glu Asp Leu Asp Cys Leu Ala 

500 505 510 

Ala Glu Val Ala Ala 
515 

<210> 4193 
<211> 6439 
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<212> DNA 

<213> Homo sapiens 

<400> 4193 

gaattccggc gtcgcggacg catcccagtc tgggcgggac gctcggccgc ggcgaggcgg 
60 

gcaagcctgg cagggcagag ggagccccgg ctccgaggtt gctcttcgcc cccgaggatc 
120 

agtcttggcc ccaaagcgcg acgcacaaat ccacataacc tgaggaccat ggatgctgat 
180 

gagggtcaag acatgtccca agtttcaggg aaggaaagcc cccctgtaag cgatactcca 
240 

gatgagggcg atgagcccat gccgatcccc gaggacctct ccaccacctc gggaggacag 
300 \ • 

caaagctcca agagtgacag agtcgtggcc agtaatgtta aagtagagac tcagagtgat 
360 

gaagagaatg ggcgtgcctg tgaaatgaat ggggaagaat gtgcggagga tttacgaatg 
420 

cttgatgcct cgggagagaa aatgaatggc tcccacaggg accaaggcag ctcggctttg 
480 

tcgggagttg gaggcattcg acttcctaac ggaaaactaa agtgtgatat ctgtgggatc 
540 

atttgcatcg ggcccaatgt gctcatggtt cacaaaagaa gccacactgg agaacggccc 
600 

ttccagtgca atcagtgcgg ggcctcattc acccagaagg gcaacctgct ccggcacatc 
660 

aagctgcatt ccggggagaa gcccttcaaa tgccacctct gcaactacgc ctgccgccgg 
720 

agggacgccc tcactggcca cctgaggacg cactccgttg gtaaacctca caaatgtgga 
780 

tattgtggcc gaagctataa acagcgaagc tctttagagg aacataaaga gcgctgccac 
840 

aactacttgg aaagcatggg ccttccgggc acactgtacc cagtcattaa agaagaaact 
900 

aatcacagtg aaatggcaga agacctgtgc aagataggat cagagagatc tctcgtgctg 
960 

gacagactag caagtaacgt cgccaaacgt aagagctcta tgcctcagaa atttcttggg 
1020 

gacaagggcc tgtccgacac gccctacgac agcagcgcca gctacgagaa ggagaacgaa 
1080 

atgatgaagt cccacgtgat ggaceaagcc atcaacaacg ccatcaacta cctgggggcc 
1140 

gagtccctgc gcccgctggt gcagacgccc ccgggcggtt ccgaggtggt cccggtcatc 
1200 

agcccgatgt accagctgca caagccgctc gcggagggca ccccgcgctc caaccactcg 
1260 

gcccaggaca gcgccgtgga gaacctgctg ctgctctcca aggccaagtt ggtgccctcg 
1320 

gagcgcgagg cgtccccgag caacagctgt caagactcca cggacaccga gagcaacaac 
1380 

gaggagcagc gcagcggtct catctacctg accaaccaca tcgccccgca cgcgcgcaac 
1440 

ggcttgtcgc tcaaggagga gcaccgcgcc tacgacctgc tgcgcgccgc ctccgagaac 
1500 
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tcgcaggacg cgctccgcgt ggtcagcacc agcggggagc agatgaaggt gtacaagtgc 
1560 

gaacactgcc gggtgctctt cctggatcac gtcatgtaca ccatccacat gggctgccac 
1620 

ggcttccgtg atccttttga gtgcaacatg tgcggctacc acagccagga ccggtacgag 
1680 

ttctcgtcgc acataacgcg aggggagcac cgcttccaca tgagctaaag ccctcccgcg 
1740 

cccccacccc agaccccgag ccaccccagg aaaagcacaa ggactgccgc cttctcgctc 
1800 

ccgccagcag catagactgg actggaccag acaatgttgt gtttggattt gtaactgttt 
1860 

tttgtttttt gtttgagttg gttgattggg gtttgatttg cttttgaaaa. gatttttatt 
1920 

tttagaggca gggctgcatt gggagcatcc agaactgcta ccttcctaga tgtttcccca 
1980 

gaccgctggc tgagattccc tcacctgtcg cttcctagaa tccccttct.c caaacgatta 
2040 

gtctaaattt tcagagagaa atagataaaa cacgccacag cctgggaagg agcgtgctct 
2100 

accctgtgct aagcacgggg ttcgcgcacc aggtgtcttt ttccagtccc cagaagcaga 
2160 

gagcacagcc cctgctgtgt gggtctgcag gtgagcagac aggacaggtg tgccgccacc 
2220 . 

caagtgccaa gacacagcag ggccaacaac ctgtgcccag gccagcttcg agctacatgc 
2280 

atctagggcg gagaggctgc acttgtgaga gaaaatactt atttcaagtc atattctgcg 
2340 

gtaggaaaat gattgggttg gggaaagtcg gtgtctgtca gactgccctg ggtggaggga 
2400 

gacgccgggt tagagccttt gggatcgtcc tggattcact ggcttggggg aggctgttca 
2460 

gatggcctga gcctcccgag gcttgctgcc ccgtaggagg agactgtctt cccgtgggca 
2520 

tatctgggga gccctgttcc ccgctttttc actcccatac ctttaatggc ccccaaaatc 
2580 

tgtcactaca atttaaacac cagtcccgaa atttggatct tctttctttt tgaatctctc 
2640 

aaacggcaac attcctcaga aaccaaagct ttatttcaaa tctcttcctt ccctggctgg 
2700 

ttccatctag taccagaggc ctcttttcct gaagaaatcc aatcctagcc ctcattttaa 
2760 

ttatgtacat ctgcttgtag ccacaagcct gaatttctca gtgttggtaa gtttctttac 
2820 

ctaccctcac tatatattat tctcgtttta aaacccataa aggagtgatt tagaacagtc 
2880 

attaattttc caactcaatg aaaatatgtg aagcccagca tctctgttgc taacacacag 
2940 

agctcacctg tttgaaacca agctttcaaa catgttgaag ctctttactg taaaggcaag 
3000 

ccagcatgtg tgtccacaca tacataggat ggctggctct gcacctgtag gatattggaa 
3060 

tgcacagggc aattgaggga ctgagccaga ccttcggaga gtaatgccac cagatcccct 
3120 
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aggaaagagg aggcaaatgg cactgcaggt 
3180 

gaggcactga agcccgagga aggtgtgtgg 
3240 . 

ttcaagatta atgctatcaa tcattaaggt 
3300 

atataccatt tcaaatattt acagtacttg 
3360 

aagcaacaga gaggaaattg tacataagta 
3420 

agtctcagca ctatgacatt ttgggctgac 
3480 

gcattgtagg ataattagca gtatccctgg 
3540 

gaattgacaa cccaaactct ccagacatca 
3600 

ctgggggaga accactgacc caaatgaatt 
3660 

caagaaaaaa aatagaaaag cacttgaaga 
3720 

aaggctgaet tgtgttcatg tggagtcatt 
3780 

ggtcttcaaa aatatatttc ctcataaaca 
3840 

aaagatacca ttcttgagtc atggatttct 
3900 

cgggaataaa caaaattgct gcaccaatgc 
3960 

agggctttag acagcactcc ttcaatatgc 
4020 

ttaatatctc taaggtgaga gccttcttag 
4080 

gttcttttcc atccatcccc ctgagtcagt 
4140 

attcaaacaa agctcaaacc agaactgtaa 
4200 

gctttgccct ttcctctcac tgccttttat 
4260 

ttgttgtggt tttatattgt aacaccattt 
4320 

tttcatatta tgtcagcaag taattaactt 
4380 

aaagttgctg aagtttctct tctagctggt 
4440 

ttttgcgtag tttcttctgt tgtatgatgg 
4500 

actactgtgt gcctagattc catgcactct 
4560 

gagggtaaca ggttggcctg ttgattacag 
4620 

tccctgacac cccagcttcc caggatgtgg 
4680 

tcccttctgt aatttgtacc taaagagtgt 
4740 . 



gagaaccccg cccatccgtg ctatgacatg 
agattctaat cccaacaagc aagggtctcc 
cattactctc aaccacctag gcaatgaaga 
tcttcaccaa cactgtccca aggtgaaatg 
cctcagcatt taatccaaac aggggttctt 
tacttatttg ttaggcggga gctctcctgt 
tggctaccca atagacgcca gtagcacccc 
ccaactgtcc cctgcgagga gaaatcactc 
ctaaaccaat caaatgtctg ggaagccctc 
atattcccaa tattcccggt cagcagtatc 
ataaattcta taaatcaatt attccccttc 
tttgagtttt gttgaaaaga tggagtttac 
ctgctcacag aagggtgtgg catttggaaa 
actgagtgaa ggaagagaga cagaggatca 
aatcacagag aaagatgcgc cttatccaag 
agtcagtttg ttgcaaattt cacctactct 
tggttgaagg gagttatttt ttcaagtgga 
atagtgattg caggaattct tttctaaact 
agccaatata aatgtctctt tgcacacctt 
ttctttgaaa ctattgtatt taaagtaagg 
atgtttaaaa ggtggccata tcatgtacca 
aaagtaggag tttgcatgac ttcacacttt 
cgtgagtgtg tgtcttgggt accgctgtgt 
cgttgtgttt gaagtaaata ttggagaccg 
ctagtaatcg ctgtgtcttg ttccgccccc 
aaagcctgga tctcagctcc ttgccccata 
gattatccta attcaagagt cactaaaact 
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catcacatta tcattgcata tcagcaaagg 
4800 

ccagcatgtt ccatttccaa tttagaatta 
4860 

gagaaagagc tgcctgagat gtagttttgt 
4920 

ttttttcttg ttttgttttg ttttgactgc 
4980 

caaaacaaac gcgagatgaa ctggacttat 
5040 

cctttcttca gttccagcaa taatgaatgg 
5100 

accggagggt aacaggttgg cctgttgatt 
5160 

cccctccctg acaccccagc ttcccaggat 
5220 

catatccctt ctgtaatttg tacctaaaga 
5280 

catttcaatg tatttttact ttaagatgaa 
5340 

aggcatcaga aaaaagaagc acataatgct 
5400 

tgtaaccaca tattaatatg caatattgtt 
5460 

tgttgtgtgt ggtgattgtt caggtcgaat 
5520 

agctgccctt ctggcgagta catgcacagg 
5580 

agtctgcctc tatgatgatg ttaaattatt 
5640 

ctggaggaat agagtatcct tttgtacaca 
5700 

caaataaatg caacgaatac tctgtctgcc 
5760 

gaaggcccag cagagcagga atctgcctag 
5820 

gggagaagag atgggcctca ggacagctgc 
5880 

gatgtggcca gcgcacgagt tcagcacaac 
5940 

gggaattcta agtcccagtc ttgagggtgg 
6000 

tccagttctc cactgcagca tgcttcagtc 
6060 

acaatttcac taccttgtct tttacatagt 
6120 

acgctgtaaa tcttgagtat tcatttaccc 
6180 

ctgcattgca cttctcttcc cgaggagtgg 
6240 

atgttagtat agaattttga aattgggaat 
6300 

aaaatttctg atcccatttc tgatggatgt 
6360 



gtaaagtcct agcaccaatt gcttcacata 
gccacataat aaaatcttag aatcttcctt 
tatatggttc cccaccgacc atttttgtgc 
actgtgagtt ttgtagtgtc ctcttcttgc 
gtagacaaat cgtgatgcca gtgtatcctt 
tcaacttttt taaaatctag atcattggag 
acagctagta atcgctgtgt cttgttccgc 
gtggaaagcc tggatctcag ctccttgccc 
gtgtgattat cctaattgat ctctctcatt 
ccaaaattat tagacttatt taagatgtac 
tttggtgcga tggcactcac tgtgaacatg 
tccaatactt tctaatacag ttttttataa 
ctgttgtatc cagtacagct ttaggtcttc 
attgtaaatg agaaatgcag tcatatttcc 
gctgtttagc tgtgaacaag ggatgtacca 
ttttgaaatg cttcttctgt agtgatagaa 
ctatcccgtg aagtccacac tggcgtaaga 
actttctccc aatgagatcc caatatgaga 
aataccactt gggaacacat gtggtgtctt 
gtacctccca tctacaacag tgctggacgt 
gtggagatgg agggcaacaa gagatacatt 
attctgtgag tggccgggcc cagggccctc 
cataagaatt atcctcaaca tagccttttg 
ttttctgatc tcctggaaac agctgcctgc 
ggtaaattta aaagtcaagt tatagtttgg 
taaaaatcag gactggggac tgggagacca 
gtcacacctt ttctgtcaaa ataaaatgtc 
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ttggaggtta tgactccttg gtgaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 
6420 

aaaaaaaaaa aaaaaaaaa 
6439 

<210> 4194 
<211> 519 
<212> PRT 

<213> Homo sapiens 
<400> 4194 

Met Asp Ala Asp Glu Gly Gin Asp Met Ser Gin Val Ser Gly Lys Glu 

1 5 10 15 

Ser Pro Pro Val Ser Asp Thr- Pro Asp Glu Gly Asp Glu Pro Met Pro 
20 25 30 

He Pro Glu Asp Leu Ser Thr Thr Ser Gly Gly Gin Gin Ser Ser Lys 

35 40 45 

Ser Asp Arg Val Val Ala Ser Asn Val Lys Val Glu Thr Gin Ser Asp 

50 55 60 

Glu Glu Asn Gly Arg Ala Cys Glu Met Asn Gly Glu Glu Cys Ala Glu 
65 70 75 80 

Asp Leu Arg Met Leu Asp Ala Ser Gly Glu Lys Met Asn Gly Ser His 

85 90 95 

Arg Asp Gin Gly Ser Ser Ala Leu Ser Gly Val Gly Gly He Arg Leu 

100 105 HO 

Pro Asn Gly Lys Leu Lys Cys Asp He Cys Gly He He Cys He Gly 

H5 120 125 

Pro Asn Val Leu Met Val His Lys Arg Ser His Thr Gly Glu Arg Pro 

130 135 140 

Phe Gin Cys Asn Gin Cys Gly Ala Ser Phe Thr Gin Lys Gly Asn Leu 
145 150 155 160 

Leu Arg His He Lys Leu His Ser Gly Glu Lys Pro Phe Lys Cys His 

165 170 175 

Leu Cys Asn Tyr Ala Cys Arg Arg Arg Asp Ala Leu Thr Gly His Leu 

180 185 190 

Arg Thr His Ser Val Gly Lys Pro His Lys Cys Gly Tyr Cys Gly Arg 
195 200 205 

1 Ser Tyr Lys Gin Arg Ser Ser Leu Glu Glu His Lys Glu Arg Cys His 
210 215 220 

Asn Tyr Leu Glu Ser Met Gly Leu Pro Gly Thr Leu Tyr Pro Val lie 
225 230 235 240 

Lys Glu Glu Thr Asn His Ser Glu Met Ala Glu Asp Leu Cys Lys lie 

245 250 255 

Gly Ser Glu Arg Ser Leu Val Leu Asp Arg Leu Ala Ser Asn Val Ala 

260 265 270 

Lys Arg Lys Ser Ser Met Pro Gin Lys Phe Leu Gly Asp Lys Gly Leu 

275 280 285 

Ser Asp Thr Pro Tyr Asp Ser Ser Ala Ser Tyr Glu Lys Glu Asn Glu 

290 295 300 

Met Met Lys Ser His Val Met Asp Gin Ala lie Asn Asn Ala lie Asn 
305' 310 315 320 

Tyr Leu Gly Ala Glu Ser Leu Arg Pro Leu Val Gin Thr Pro Pro Gly 

.325 330 335 

Gly Ser Glu Val Val Pro Val lie Ser Pro Met Tyr Gin Leu His Lys 
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340 










345 










350 






Pro 


Leu 


Ala 
355 


Glu 


Gly 


Thr 


Pro 


Arg 
360 


Ser 


Asn 


His 


Ser 


Ala 
365 


Gin 


Asp 


Ser 


Ala 


Val 
370 


Glu 


Asn 


Leu 


Leu 


Leu 
375 


Leu 


Ser 


Lys 


Ala 


Lys 
380 


Leu 


Val 


Pro 


Ser 


Glu 


Arg 


Glu 


Ala 


Ser 


Pro 


Ser 


Asn 


Ser 


Cys 


Gin 


Asp 


Ser 


Thr 


Asp 


Thr 


385 








390 










395 










400 


Glu 


Ser 


Asn 


Asn 


Glu 


Glu 


Gin 


Arg 


Ser Gly 


Leu 


He 


Tyr 


Leu 


Thr 


Asn 










405 










410 










415 




His 


He 


Ala 


Pro 
420 


His 


Ala 


Arg 


Asn 


Gly 
.425 


Leu 


Ser 


Leu 


Lys 


Glu 
430 


Glu 


His 


Arg 


Ala 


Tyr 
435 


Asp 


Leu 


Leu 


Arg 


Ala 
440 


Ala 


Ser 


Glu 


Asn 


Ser 
445 


Gin 


Asp 


Ala 


Leu 


Arg 
450 


Val 


Val 


Ser 


Thr 


Ser 
455 


Gly 


Glu 


Gin 


Met 


Lys 
460 


Val 


Tyr 


Lys 


Cys 


Glu 


His 


Cys 


Arg 


Val 


Leu 


Phe 


Leu 


Asp 


His 


Val 


Met 


Tyr 


Thr 


He 


His 


465 










470 










475 










480 


Met 


Gly Cys 


His 


Gly 


Phe 


Arg 


Asp 


Pro 


Phe 


Glu 


Cys 


Asn 


Met 


Cys 


Gly 










485 










490 










495 




Tyr 


His 


Ser 


Gin 


Asp 


Arg 


Tyr 


Glu 


Phe 


Ser 


Ser 


His 


He 


Thr 


Arg 


Gly 






500 










505 










510 






Glu 


His 


Arg 
515 


Phe 


His 


Met 


Ser 





















<210> 4195 
<211> 1200 
<212> DNA 

<213> Homo sapiens 
<400> 4195 

nngggaagtc ttcttgcagc cgtgtggacg aatttggccc aaccttttca taggagatgc 
60 

agctggtcct tactccctgc catggggctc tgcacgtttg ccaccctggc actgatcctg 
120 

ctggtgctgc tggaggctct ggcccaggcg gacacacaga agatggtgga agcccagcgt 
180 

ggggtcggcc ctagagcctg ctactccatc tggctcctcc tggcgcctac ac.cccctctc 
240 

agccactgtc ttcagtctcc acagaaacag catcaagtgt gcggagacag gcggctgaaa 
300 

gccagcagca cgaactgccc gtcagagaag tgcacagcct gggccagata ctcccacagg 
360 

atggactcac tgcagaagca ggacctccgg aggcccaaga tccatggggc agtccaggca 
420 c 

tctccctacc agccgcccac attggcttcg ctgcagcgct tgctgtgggt ccgtcaggct 
480 

gccacactga accatatcga tgaggtctgg cccagcctct tcctgggaga tgcgtacgca 
540 

gcccgggaca agagcaagct gatccagctg ggaatcaccc acgttgtgaa tgccgctgca 
600 

ggcaagttcc aggtggacac aggtgccaaa ttctaccgtg gaatgtccct ggagtactat 
660 

ggcatcgagg cggacgacaa ccccttcttc gacctcagtg tctactttct gcctgttgct 
720 
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cgatacatcc gagctgccct cagtgttccc caaggccgcg tgctggtaca ctgtgccatg 
780 „ 

ggggtaagcc gctctgccac acttgtcctg gccttcctca tgatctatga gaacatgacg 
840 

ctggtagagg ccatccagac ggtgcaggcc caccgcaata tctgccctaa ctcaggcttc 
900 

ctccggcagc tccaggttct ggacaaccga ctggggcggg agacggggcg gttctgatct 
960 

ggcaggcagc caggatccct gacccttggc ccaaccccac cagcctggcc ctgggaacag 
1020 

caggctctgc tgtttctagt gaccctgaga tgtaaacagc aagtgggggc tgaggcagag 
1080 

gcagggatag ctgggtggtg acctcttagc gggtggattt ccctgaccca attcagagat 
1140 

tctttatgca aaagtgagtt cagtccatct ctataataaa atattcatcg tcataaaaaa 
1200 

<210> 4196 
<211> 318 
<212> PRT 

<213> Homo sapiens 
<400> 4196 

Xaa Gly Ser Leu Leu Ala Ala Val Trp Thr Asn Leu Ala Gin Pro Phe 

1 5 10 15 

His Arg Arg Cys Ser Trp Ser Leu Leu Pro Ala Met Gly Leu Cys Thr 

20 25 - 30 

Phe Ala Thr Leu Ala Leu He Leu Leu Val Leu Leu Glu Ala Leu Ala 

35 40 45 

Gin Ala Asp Thr Gin Lys Met Val Glu Ala Gin Arg Gly Val Gly Pro 

50 55 60 

Arg Ala Cys Tyr Ser He Trp Leu Leu Leu Ala Pro Thr Pro Pro Leu 
65 70 75 80 

Ser His Cys Leu Gin Ser Pro Gin Lys Gin His Gin Val Cys Gly Asp 

85 90 95 

Arg Arg Leu Lys Ala Ser Ser Thr Asn Cys Pro Ser Glu Lys Cys Thr 

100 105 110 

Ala Trp Ala Arg Tyr Ser His Arg Met Asp Ser Leu Gin Lys Gin Asp 

115 120 . 125 

Leu Arg Arg Pro Lys He His Gly Ala Val Gin Ala Ser Pro Tyr Gin 

130 135 140 

Pro Pro Thr Leu Ala Ser Leu Gin Arg Leu Leu Trp Val Arg Gin Ala 
145 150 155 160 

Ala Thr Leu Asn His lie Asp Glu Val Trp Pro Ser Leu Phe Leu Gly 

165 170 175 

Asp Ala Tyr Ala Ala Arg Asp Lys Ser Lys Leu lie Gin Leu Gly lie 

180 185 190 

Thr His Val Val Asn Ala Ala Ala Gly Lys Phe Gin Val Asp Thr Gly 

195 200 205 

Ala Lys Phe Tyr Arg Gly Met Ser Leu Glu Tyr Tyr Gly He Glu Ala 

210 215 220 

Asp Asp Asn Pro Phe Phe Asp Leu Ser Val Tyr Phe Leu Pro Val Ala 
225 230 235 240 

Arg Tyr lie Arg Ala Ala Leu Ser Val Pro Gin Gly Arg Val Leu Val 
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245 250 , 255 

His Cys Ala Met Gly Val Ser Arg Ser Ala Thr Leu Val Leu Ala Phe 

260 265 270 

Leu Met lie Tyr Glu Asn Met Thr Leu Val Glu Ala He Gin Thr Val 

275 280 285 

Gin Ala His Arg Asn He Cys Pro Asn Ser Gly Phe Leu Arg Gin Leu 

290 295 300 

Gin Val Leu Asp Asn Arg Leu Gly Arg Glu Thr Gly Arg Phe 
305 310 315 

<210> 4197 

<211> 597 

<212> DNA 

<213> Homo sapiens 

<400> 4197 

cggttgctgt cgattgttgg aagacaaaga gccagcccag gatggcagaa ctggtcctct 

60 . ■ 

gcaagaaaca gcgcgtcagc tgccgaggcg cgttccatgg ccctgcccac ccaggcacag 
120 

gtggtcatct gtggaggtgg aatcacgggc acttctgtgg cccatcacca atccaaaatg 
180 

gggtggaagg atattgtcct tttggagcag ggcaggctgg ctgctggctc taccaggttc 
240 

tgtgctggca tcctgagcac tgccaggcac ttgaccattg agcagaagat ggcagactac 
300 

tcaaacaaac tctactatca gttagagcaa gaaacaggga tccaaacagg ttacacaagg 
360 

acaggctcaa tctttctggc ccaaactcag gaccgactga tctccctgaa gcgcatcaac 
420 

gcagggctga agtacgtaag agtctagaag cgtgtcctga ctttaccaca ctggcctctg 
480 

ccaaagagcc tgtgaatgtc attgtccctt gtgttctgtg gcagtgttat aggtatccct 
540 

tctgagatca tctcccccaa gaaagtggcc gagcttcacc atctcctcaa cgtgcac 
597 

<210> 4198 
<211> 148 
<212> PRT 

<213> Homo sapiens 
<400> 4198 

Arg Leu Leu Ser He Val Gly Arg Gin Arg Ala Ser Pro Gly Trp Gin 

1 5 t 10 15 

Asn Trp Ser Ser Ala Arg Asn Ser Ala Ser Ala Ala Glu Ala Arg Ser 

20 25 30 

Met Ala Leu Pro Thr Gin Ala Gin Val Val He Cys Gly Gly Gly He 

35 40 45 

Thr Gly Thr Ser Val Ala His His Gin Ser Lys Met Gly Trp Lys Asp 

50 55 60 

He Val Leu Leu Glu Gin Gly Arg Leu Ala Ala Gly Ser Thr Arg Phe 
65 70 75 80 

Cys Ala Gly He Leu Ser Thr Ala Arg His Leu Thr lie Glu Gin Lys 
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85 90 ^ 95 

Met Ala Asp Tyr Ser Asn Lys Leu Tyr'Tyr Gin Leu Glu Gin Glu Thr 

100 105 HO 

Gly He Gin Thr Gly Tyr Thr Arg Thr Gly Ser He Phe Leu Ala Gin 

115 120 125 

Thr Gin Asp Arg Leu He Ser Leu Lys Arg He Asn Ala Gly Leu Lys . 

130 135 140 

Tyr Val Arg Val 
145 

<210> 4199 

<211> 1769 

<212> DNA 

<213> Homo sapiens 

<400> 4199 

rinatccgctc ggcttcctgg gtctggctgc tgccgcccgc cggtgtccgc ccgtgtcgcg 
60 

ccggggcacc aaggagccgt tggagggtcc gggcggaggc ccgctcgtgt ggaagtcgtc 
120 

gacgccgccg ctcgtccgtc ctcccgtccg ttctcgctcc cggccgccat catgctggcg 
180 

ctcatctccc gcctgctgga ctggttccgt tcgctcttct ggaaggaaga gatggagctg 
240 

acgctcgtgg ggctgcagta ctcgggcaag accaccttcg tcaatgtcat cgcgtcaggt 
300 

caattcagtg aagatatgat acccacagtg ggcttcaaca tgaggaaggt aactaaaggt 
360 

aacgtcacaa taaagatctg ggacatagga ggacaacccc gatttcgaag catgtgggag 
420 

cggtattgca gaggagtcaa tgctattgtt tacatgatag atgctgcaga tcgtgaaaag 
480 

atagaagctt cccgaaatga gctccacaac ctactggaca aaccacagtt acaaggaatt 
540 

ccagtgctag tgcttggaaa caagcgagac cttccgggag cattggatga gaaggagctg 
600 

attgagaaaa tgaatctgtc tgcOattcag gatagagaaa tttgctgcta ttcaatttct 
660 

tgcaaagaaa aggataatat agatatcaca cttcagtggc ttattcagca ttcaaaatct 
720 

agaagaagct gaagcatctc ctgaagtctt ccagtccttc ttggctataa tcctagaatt 
780 

attgtccgtt cctctgaagt aattcccaga atacggtcct tcctaaaccc cagaaattgc 
840 

ctttttcaga gtttatttct catgtgcact gctgaagatg aatatcccta atccttcata 
900 

aagaatcagc tagagttgtc atgataaagt cagcacacac aaaaaggctt cttacacata 
960 

cctgtcttaa accatgtgta gagctttaaa aacagaaaaa aaaccccata tacttatgac 
1020 

catcttaaat caagaaaatt gcatatttcc attctggtct ttctgggcca gatttttata 
1080 

ttggttttca gtaaatgtct atctataata tttcattata gagtccagta gcttaatact 
1140 
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gacactgact tgatacagca tgaagtttct agtgccacac acagtattta gaaaaccttt 
aggcgtgaat gactcatgtg ggatatatgt aaacataatg tttattttat ctcacaaatg 
catgtgaaat gtataattac atcttaggaa tccaaaatgg tctgcagaga gtgagcggag 

gcaccagatc aatgttggtt ctttgcactg gtgagattct gcctgatgaa tattaaagat 

1380 ' . ' 

atcctgcttt ctgagaactc tatcaccaga tggcagttgg gatatgggag gaactaaagc 

"cctgtttt gtatctgtcc agatcattat ttctgtctct tgttttttct tcctggttca 

ggatactttt ttaaggggtt gagaattgaa gattttccaa aagcgttcat gaatttagag 

cattccaccc aatataataa aacctgttaa gaatgtcagt ctttgttcaa acatctgttt 

gttctatctc cagtcattaa atcagtgctg ctgcatgaca ctcttaactc ctgacttttt 
1680 

atatccagtc ataaagttga ctttcagcac aaaagatact tataaacaaa taaaaaattt 

1740 

ttatttttct ctcttactga tgtaagctt 
1769 

<210> 4200 

<211> 186 

<212> PRT 

. <213> Homo sapiens 

<400> 4200 - 

Met Leu Ala Leu lie Ser Arg Leu Leu Asp Trp Phe Arg Ser Leu Phe 

! 5 10 - 15 

Trp Lys Glu Glu Met Glu Leu Thr Leu Val Gly Leu Gin Tyr Ser Gly 

20 25 30 

Lys Thr Thr Phe Val Asn Val He Ala Ser Gly Gin Phe Ser Glu Asp 

35 40 45 

Met lie Pro Thr Val Gly Phe Asn Met Arg Lys Val Thr Lys Gly Asn 

50 55 60 

Val Thr He Lys He Trp Asp lie Gly Gly Gin Pro Arg Phe Arg Ser 
65 70 75 . 80 

Met Trp Glu Arg Tyr Cys Arg Gly Val Asn Ala He Val Tyr Met He 

85 90 95 

Asp Ala Ala Asp Arg Glu Lys He Glu Ala Ser Arg Asn Glu Leu His 

100 105 11° 

Asn Leu Leu Asp Lys Pro Gin Leu Gin Gly He Pro Val Leu Val Leu 

115 120 I 25 

Gly Asn Lys Arg Asp. Leu Pro Gly Ala Leu Asp Glu Lys Glu Leu He 

130 135 140 

Glu Lys Met Asn Leu Ser Ala He Gin Asp Arg Glu lie Cys Cys Tyr 
45 150 15S 160 

Ser He Ser Cys Lys Glu Lys Asp Asn He Asp He Thr Leu Gin Trp 

165 170 175 

Leu He Gin His Ser Lys Ser Arg Arg Ser 
180 185 
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<210> 4201 
<211> 917 
<212> DNA 

<213> Homo sapiens 
<400> 4201 

ctgcaggacc tggagaatac ctgccctctc cctgcaacat cctccttttc ctttgcttcc 
60 

ctcctcaact accgcaacat ctggaaaaat ctgcttatcc tgggcttcac caacttcatt 
120 

gcccatgcca ttcgccactg ctaccagcct gtgggaggag gagggagccc atcggacttc 
180 

tacctgtgct ctctgctggc cagcggancc gcagccctgg cctgtgtctt cctgggggtc 
240 N 

accgtggacc gatttggccg ccggggcatc cttcttctct ccatgaccct taccggcatt 
300 

gcttccctgg tcctgctggg cctgtgggat tatctgaacg aggctgccat caccactttc 
360 

tctgtccttg ggctcttctc ctcccaagct gccgccatcc tcagcaccct ccttgctgct 
420 

gaggtcatcc ccaccactgt ccggggccgt ggcctgggcc tgatcatggc tctaggggcg 
480 

cttggaggac tgagcggccc ggcccagcgc ctccacatgg gccatggagc cttcctgcag 
540 

cacgtggtgc tggcggcctg cgccctcctc tgcattctca gcattatgct gctgccggag 
600 

accaagcgca agctcctgcc cgaggtgctc cgggacgggg agctgtgtcg ccggccttcc 
660 

ctgctgcggc agccaacccc tacccgctgt gaccacgtcc cgctgcttgc cacccccaac 
720 

cctgccctct gaacggcctc tgagtaccct ccctgctgct ttgcattcac ttccttggcc 
780 - 

agagtcaggg gacagggaga gagctccaca ctgtaaccac tgggtctggg ctccatcctg 
840 

cgcccaaaga catccaccca gacctcatta attcttgctc tatcaatctg tttcaataaa 
900 

gacatttgga ataaacg 1 
917 

<210> 4202 
<211> 243 
<212> PRT 

<213> Homo sapiens 

<400> 4202 . 

Leu Gin Asp Leu Glu Asn Thr Cys Pro Leu Pro Ala Thr Ser Ser Phe 

1 5 10 15 

Ser Phe Ala Ser Leu Leu Asn Tyr Arg Asn lie Trp Lys Asn Leu Leu 

20 25 30 

lie Leu Gly Phe Thr Asn Phe lie Ala His Ala He Arg His Cys Tyr 

35 40 45 

Gin Pro Val Gly Gly Gly Gly Ser Pro Ser Asp Phe Tyr Leu Cys Ser 

50 55 60 

Leu Leu Ala Ser Gly Xaa Ala Ala Leu Ala Cys Val Phe Leu Gly Val 
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65 

Thr Val Asp Arg 

Leu Thr Gly He 
100 

Asn Glu Ala Ala 
115 

Gin Ala Ala Ala 
130 

Thr Thr Val Arg 
145 

Leu Gly Gly Leu 

Ala Phe Leu Gin 
180 

Leu Ser He Met 
195 

Val Leu Arg Asp 
210 

Pro Thr Pro Thr 
22 5 

Pro Ala ' Leu 



70 

Phe Gly Arg Arg 
85 

Ala Ser Leu Val 

He Thr Thr Phe 
120 

He Leu Ser Thr 
135 

Gly Arg Gly Leu 
150 

Ser Gly Pro Ala 
165 

His Val Val Leu 

Leu Leu Pro Glu 
200 

Gly Glu Leu Cys 
215 

Arg Cys Asp His 
230 



75 

Gly He Leu Leu 
90 

Leu Leu Gly Leu 
105 

Ser Val Leu Gly 

Leu Leu Ala Ala 
140 

Gly Leu He Met 
155 

Gin Arg Leu His 
170 

Ala Ala Cys Ala 
185 

Thr Lys Arg Lys 

Arg Arg Pro Ser 
220 

Val Pro Leu Leu 
235 



80 

Leu Ser Met Thr 
95 

Trp Asp Tyr Leu 
110 

Leu Phe Ser Ser 
125 

Glu Val He Pro 

Ala Leu Gly Ala 
160 

Met Gly His Gly 
175 

Leu Leu Cys lie 
190 

Leu Leu Pro Glu 
205 

Leu Leu Arg Gin 

Ala Thr Pro Asn 
240 



<210> 4203 

<211> 1368 

<212> DNA 

<213> Homo sapiens 

<400> 4203 

ntcctttcca ctagaagcga 
60 

gctaggctcc atgcccagtt 
120 

ggaggcactc acaaaatgtt 
180 

tgagttaaat aaagatgatc 
240 

ccttcccaac tgaaattatt 
300 

agttacacag ttgtgccatt 
360 

tcctggtatt attgcctgca 
420 

aaaaactcaa agaagaaaga 
480 

tgatgaagga gaaaattctt 
540 

tcagaatcaa gaaatagcct 
600 

agggctgttt tttttttttg 
660 

tgagtttgtt ggaaaagcag 
720 



ggtgtgtact gcgtgcatgt 
cctgtgagga gaaaacacgt 
actttgtctt tacagaattt 
agaatggatg agaaataact 
ttatgatgtt ataacatgga 
tgtgcttctt tctataaaac 
cattcttggt atcttagtat 
atacacatga aaacattcag 
tgggacagaa cagtttttct 
cgagacattc atcactaaag 
atgttaacag aaaccaatct 
ttaactgggg ggaaatggac 



ttgctgagcg ctcaccacgg 
ttctatgtgc ccggcaggta 
tctgaaggag agataaaaac 
ttagacatta tttcattgaa 
tagtaactca agtagcaata 
catcactcac gttttacagc 
tattgttgtt gccagtgaaa 
ctctcacaat ccaaaaagtt 
acaacaaaca atgtttgcaa 
cagtgatcgg gaaggctctg 
tagcaccttt tcaaggggtt 
agttatagat aaggaatttc 
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ctgtacacca gattggaaat ggagtgaaac aagccctccc atgccatgtc cccgtgggcc 
780 

acgccttatg taagaatatt tccatatttc agtgggcact cccaacctca gcacttgtcc 
840 

gtagggtcac acgcgtgccc tgttgctgaa tgtatgttgc gtatcccaag gcactgaaga 
900 

ggtggaaaaa taatcgtgtc aatctggatg atagagagaa attaactttt ccaaatgaat 
960 

gtcttgcctt aaaccctcta tttcctaaaa tattgttcct aaatggtatt ttcaagtgta 
1020 

atattgtgag aacgctactg cagtagttga tgttgtgtgc tgtaaaggat tttaggagga 
1080 - 

atttgaaaca ggatatttaa gagtgtggat atttttaaaa tgcaataaac atctcagtat 
1140 - , 

ttgaagggtt ttcttaaagt atgtcaaatg actacaatcc atagtgaaac tgtaaacagt 
1200 

aatggacgcc aaattatagg tagctgattt tgctggagag tttaattacc ttgtgcagtc 
1260 

aaagagcgct tccagaagga atctcttaaa acataatgag aggtttggta atgtgatatt 
1320 

ttaagcttac tctttttctt aaaagagaga ggtgacgaag gaaggcag 
1368 

<210> 4204 

<211> 80 

<212> PRT 

<213> Homo sapiens 

<400> 4204 

Met Arg Asn Asn Phe Arg His Tyr Phe lie Glu Pro Ser Gin Leu Lys 

1 5 10 15 

Leu Phe Tyr Asp Val lie Thr Trp lie Val Thr Gin Val Ala He Ser 

20 25 30 

Tyr Thr Val Val Pro Phe Val Leu Leu Ser He Lys Pro Ser Leu Thr 

35 40 45 

Phe Tyr Ser Ser Trp Tyr Tyr Cys Leu His lie Leu Gly He Leu Val 

50 55 60 

Leu Leu Leu Leu Pro Val Lys Lys Asn Ser Lys Lys Lys Glu Tyr Thr 
65 70 75 80 

<210> 4205 

<211> 6523 

<212> DNA 

<213> Homo sapiens 

<400> 4205 

gaagaggagg aggaagagga agaggaagag gaggaggagg aggcagctcc tgatgtgatc 
60 . 

tttcaggaag acacctctca cacctctgcc cagaaggccc ctgagctccg gggcccagaa 
120 

tcacccagtc ccaagcctga gtactctgtt attgtggagg tccgctcgga tgatgacaag 
180 

gacgaggaca cccactcccg gaagtcaaca gtcactgacg agtcggagat gcaggacatg 
240 
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atgacccggg gaaacctggg cctcctggag caggccatcg ccctgaaggc tgaacaggtg 
300 

cgcacagtct gcgagccggg ctgcccgcct gccgagcaga gccagctggg cctgggagag 
360 

ccagggaagg cagcaaagcc cctggacact gtgcggaaga gttactacag taaagatcct 
420 

tcaagagctg agaagcgtga gatcaagtgt ccaacaccag gctgtgatgg cactggccac 
480 

gttaccgggt tgtaccctca ccaccgcagc ctttctggct gtccccacaa ggataggatc 
540 

cccccagaga tcttagccat gcatgagaac gtgctgaagt gccccactcc tggctgcaca 
600 * 

ggccagggtc acgtgaacag caaccgcaac acgcacagaa gtttgtctgg gtgtcccatt 
660 

gctgccgccg aaaaattagc caaatcccat gagaagcagc agccgcagac aggagatcct 
720 

tccaagagta gctccaattc cgatcggatc ctcaggccca tgtgcttcgt gaagcagctc , 
780 

gaggtccctc catatgggag ctaccggccc aacgtggccc ccgccacacc cagggccaac 
840 

ttggccaagg agctggagaa gttctccaag gtcacctttg actacgcaag tttcgatgct 
900 

caggtttttg gcaaacgcat gcttgcccca aagattcaga ccagcgaaac ctcacctaaa 
960 

gcctttcaat gctttgacta ctcgcaggac gccgaggctg cacacatggc tgccactgcc 
1020 

atcctgaacc tctccacgcg ctgctgggag atgcctgaga accttagcac gaagccacag 
1080 

gacctcccca gcaagtctgt ggatatcgag gtagacgaaa atggaaccct ggacttgagc 
1140 

atgcacaaac accgcaaacg agaaaatgct ttccccagca gcagcagctg cagcagcagc 
1200 

cccggtgtga agtctcccga cgcctcccag cgccacagca gcaccagcgc ccccagcagc 
1260 

tccatgacct ctccccagtc cagccaggcc tcccgccagg acgagtggga ccggcccctg 
1320 

gactacacca agcctagccg cctgagagag gaggaacctg aggagtcaga gccagcagcc 
1380 

cattcttttg cttcttctga agcagatgac caggaagtgt cggaagagaa ttttgaggag 
1440 

cggaagtatc cgggggaagt caccctgacc aactttaagc tgaagtttct ctccaaggac 
1500 

ataaagaagg agctgctcac ctgtcccacc cctggctgtg acggcagcgg ccacatcacc 
1560 

gggaactacg cctcccaccg cagcctctct ggttgccctc ttgctgacaa gagcctcaga 
1620 

aacctcatgg ctgcccactc tgctgacctc aagtgcccca cgcccggctg tgacggctct 
1680 

ggccacatca cagggaacta cgcttcacac cggagcttgt ccggctgccc tcgtgcaaag 
1740 

aaaagtggag tcaaggtggc acccaccaag gacgacaagg aggaccccga gctgatgaag 
1800 

tgcccagttc caggctgtgt ggggctcggt cacatcagcg ggaaatacgc ctctcacagg 
1860 
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agcgcatccg gctgcccact ggccgcccgc aggcagaagg aagggtccct caatggctcg 

1920 \_ 
tcattctcct ggaagtccct gaagaatgaa ggaccgacct gccccacccc gggctgtgac 

1980 

ggctctggcc acgccaatgg gagtttcctc acccaccgga gtttgtcagg ctgtcccaga 

2040 ' , . „ 

gcaacctttg ctggaaagaa gggaaaactg tcaggggatg aggtcctcag tccaaagttc 

2100 

aagactagcg acgtgttgga gaatgatgag gagatcaagc agctgaacca ggagatccga 
ga!ctgaacg agtccaactc ggagatggag gctgccatgg tgcagctgca gtcccagatc 
tcctccatgg agaagaacct gaagaacatc gaggaggaga acaagctcat tgaggagcag 

2280 ' -" ■ _ ■ - • 

aatgaagccc tgtttctgga gctgtccggc ctgagccagg ccctcatcca aagtctcgcc 

aa^atccgcc ttccgcacat ggagccaata tgcgaacaga atttcgatgc ctatgtgagc 

accctcaccg acatgtactc caaccaggac ccggagaaca aggacctcct ggagagcatc 

aagcaggctg tgaggggcat ccaggtctag gccgtgtggt acccagaagt gtcccagccc 

accacaccgt ttacctccct cgccctgccc cgcaccgtgg ggatgcccaa ctcacagtga 

cttcccgttt ggggcccggt gtggccgcgg gcgggtttat ccaaagggat ggctggaaat 

^ggccgctcc cacgaggctc cctccaggct tggggccgtg gtggccctat ctgtgtgcat 
2700 

aggggcactg aagaattaca aagtgattta tttttgtttt ctgaaagaaa tctgaagagc 

276 0' 

agctcaaagt ctccagtgga agctcatgga caaggttctc agtattgcct aagtgtaatc 
282 0 

ttgaacatgg gcggtgctgt gagtgctggt gaagacaatg atgagctgat agataatttg 
2880 

aaagaagcac agtatatccg gactgagctg gtagagcagg ctttcagagc tatcgatcgt 

2940 . 
gcagactatt atcttgaaga atttaaagaa aatgcttata aagacttggc atggaagcat 

ggaaacattc acctctcagc cccgtgcatc tactcggagg tgatggaagc cctagatctg 

cagcctggac tctcgtttct gaacctgggc agtggcactg ggtatctcag ctccatggtg 

ggcctcattc taggtccttt tggtgtgaac catggggtgg aacttcactc agatgtgata 

gagtatgcaa agcagaaact ggacttcttc atcagaacaa gtgatagttt tgacaagttt 

gacttctgtg aaccttcctt tgttactggg aattgcctgg agatttctcc ggattgttct 

3300 . 
cagtatgatc gtgtatactg tggggctggc gtgcagaaag agcatgaaga gtacatgaag 

3360 

aatcttctca aagtgggagg gatccttgtc atgccactgg aagagaagtt gactaagata 
a^acgcacag gtccttcagc ttgggaaacc aaaaagattc ttgctgtttc ttttgctcct 
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ctgatccagc cctgccattc agagtcagga aaatcaagac t'tgtccagtt accaccagtg 



3540 



gcagttcgca gcctccagga cttggctcgc atcgccatcc ggggcaccat taaaaagatt 



3600 



attcatcagg aaactgtgag caaaaacgga aacggactaa agaacacccc .caggtttaaa 



3660 



cgaaggagag ttcgccgccg tcgaatggaa acgattgtct ttttggacaa agaagtcttt 



3720 

gccagtcgga tttccaaccc ctcagatgac aacagctgtg aagacttgga agaggaacgg 
3780 

agggaagaag aagagaagac cccgccggaa acaaagccag accccccagt gaacttccta 
3840 

cgccagaagg tcctgagcct ■ ccctctgcca gatcccctga aatactactt gctttattac 
3900 

agagaaaaat aagtctcctg tttgaaaggg ggaaatagga agagcagatt gctgagtgtg 
3960 

aagttcgtgc tgcctgtgtg ctgttgaagg gtcacctgga ggcagacgtt gtggggaagg 
4020 

gaactgctgg gctcatccac accatggttt tcttctagtt cctgattgac ctctaaaatt 
4080 

ctattcagtt gtatgatttg tttacatagt. tccacaagac cttcattgca tagaagattg 
4140 . 

ttttcccaaa gtggagagaa tcttcataga gaaaaagaga aggctgtttc tttttcggct 
4200actgaagtct gcgtaagaga gactgtttga tgaccgtccc tcatgcaaca 4260 
tgcacggtac tcactaaaaa tgaaaactga agtggaaact aacctgtgtt gcttataaag 
4320 

tgtgaaagca caagcttata aatgtataaa atcttttctg ggtgtgacgc acctgcgtcc 
4380 

aagtttgaat ttttatgata tgtaccactt aattactggc actgagtatc actgaatttc 
4440 

ttagttttct agtggggaaa cattattgag aagccctccc ttattttaag taagttgatt 
4500 

aaatcttatg tgagttgcca gttgtaattt ttcaaaggaa aaattttgat ggggtggagg 
4560 

aatgaattgc cagataatct ttctggaatt ccgagagaat tccaaagagg gttttttttt 
4620 

ttttttttag gacatctttt gataccttta aaagaaccac tgtcaagtaa tccttaaaag 
4680 

aatatcttgg aaaaggaaac ' agattttttc ctgtgtgtaa gcaataagtg aagttacatt 
4740 

tgccctaacc ctagggatga ttctttaccc agttttaaag cccatcatgg tattctaagg 
4800 

tgttgacacc ctccatcctc agagcaggtc gaaaatatta aatagactgg ggactctatg 
4860 

atgggeagcc tgtgcttttt gacttcagtt tgctattttt ctgtgatcac attagtactg 
4920 

attcatagat tctatctttt ataattctgg agaaaaagat ttgttagttt tgtaattttt 
4980 

■ttgtaagacc aaatgtatgt attttagtag ctccattgca tgagaagagt gtaactcaca 
5040 

ctgacttgtg atatcagcct tctctgggcc ttgtgtgtgg agagctttct atcttaccaa 
5100 

gtggtagggc taaaagaaca acagcctttt tggtagtcac atagcagaat gatcagagtt 
5160 v 
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. acattgctta ttccaaaaca ttggttcttt 
5220 

aataatagaa attactaaca ataaatataa 
5280 

cagagtttat ttttaatctt aatcctcagc 
5340 

tgtggtttca ccagcttagc ttgagctctg 
5400 

gtaactgagt catttttacc acacagtcca 
5460 

gctctagatt gggcagttta agtcatttta 
5520 

• aactcatagt caagcttcag tctttcaaag 
5580 

tattttgtag tttggagatc cttgtgggca 
5640 

ggaaattttt ggacattata ttaaatgagt 
5700 

cttgactaat gttttttcta taattgtata 
5760 

cctttatgct agattgtaaa aaattatatt 
5820 

tgctagactt ttcctagcat ttcgtatttc 
5880 

. aatttggttt aaaaaaaatc tggtggtaat 
5940 

atgaaaataa aggattgtaa gtaaagtttc 
6000 

tacactactt tctgttttca aacagataaa 
6060 

ctgtcttgta aaccacattc ttgacaacta 
6120 

gtgacttttg tcttgaaaag tagtaaagcc 
6180 

atagatatta agtttgtaat gtgagcatca 
6240 

ctggaacttg- ggaaaatcca gggaatttga 
6300 

aatcatgtca ataaaggtag tcaggatatt 
6360 

taggattcca attcttgaat atgttctttt 
6420 

tattaacatc atgtgtttac tttcagcaaa 
6480 

tcacaataga tgtagagaag gcattatttt 
6523 

<210> 4206 
<211> 829 
<212> PRT 

<213> Homo sapiens 
<400> 4206 

Glu Glu Glu Glu Glu Glu Glu Glu 



ttaaaacatt tttttttacc caaagaaaag 
attcagagtg ttgatatagg attcagtatc 
ttcttgggag ttgctgggct tcagtgtctc 
gttattttgg atcttttctg ctttttttaa 
gtttgcatgt atagctagga aacatgtatt 
aagaaagtta gttcatagtt gttgcctttt 
agaaatgtgt gattttcatt tacttgctga 
ttattctaac tgatacgtag acacttactt 
gctatctgtg aaattggtta tattaggtgg 
tggactgcat ttttaaaaaa accgcatttg 
agaatgcata agacatgttt ttccttcata 
tgtgttgtca gtgtgtgatt tttaaaccgg 
atatgtgaga aatactttgg tgtttacctt 
ctgcgcacct tataccagaa ttcagtataa 
tcataatata gtctgtatta tctgtaagat 
tttgcttttg agtagtttgt attttaatat 
atagacttgt gcaaaacaag tttcaagttt 
aatgtgtatg taaaaatact ttttaccagt 
aacatagatt ttaatgagct ggtaaacaca 
ttatccttag cattgcttct gcatcctgtg 
caaaatctta- agaaaagaac cttttttctt 
tatttgtatt actgcttgat tctgtgacat 
tcattaataa atg 



Glu Glu Glu Glu Glu Glu Ala Ala 
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1 5 10 15 

Pro Asp Val He Phe Gin Glu Asp Thr Ser His Thr Ser Ala Gin Lys 

20 , 25 30 

Ala Pro Glu Leu Arg Gly Pro Glu Ser Pro Ser Pro Lys Pro Glu Tyr 

35 40 45 

Ser Val He Val Glu Val Arg Ser Asp Asp Asp Lys Asp Glu Asp Thr 

50 55 60 

His Ser Arg Lys Ser Thr Val Thr Asp Glu Ser Glu Met Gin Asp Met 
65 70 75 80 

Met Thr Arg Gly Asn Leu Gly Leu Leu Glu Gin Ala He Ala Leu Lys 

85 90 95 

Ala Glu Gin Val Arg Thr Val Cys Glu Pro Gly Cys Pro Pro Ala Glu 

100 105 HO 

Gin Ser Gin Leu Gly Leu Gly Glu Pro Gly Lys Ala Ala Lys Pro Leu 

■ us 120 " 125 

Asp Thr Val Arg Lys Ser Tyr Tyr Ser Lys Asp Pro Ser Arg Ala Glu 

130 135 140 

Lys Arg Glu He Lys Cys Pro Thr Pro Gly Cys Asp Gly Thr Gly His 
145 150 155 160 

Val Thr Gly Leu Tyr Pro His His Arg Ser Leu Ser Gly Cys Pro His 

165 170 175 

Lys Asp Arg He Pro Pro Glu He Leu Ala Met His Glu Asn Val Leu 

180 185 190 

Lys Cys Pro Thr Pro Gly Cys Thr Gly Gin Gly His Val Asn Ser Asn 

. 195 200 205 

Arg Asn Thr His Arg Ser Leu Ser Gly Cys Pro He Ala Ala Ala Glu 

210 215 220 

Lys Leu Ala Lys Ser His Glu Lys Gin Gin Pro Gin Thr Gly Asp Pro 
225 230 235 240 

Ser Lys Ser Ser Ser Asn Ser Asp Arg He Leu Arg Pro Met Cys Phe 

245 250 255 

Val Lys Gin Leu Glu Val Pro Pro Tyr Gly Ser Tyr Arg Pro Asn Val 

260 265 270 

Ala Pro Ala Thr Pro Arg Ala Asn Leu Ala Lys Glu Leu Glu Lys Phe 

275 280 285 

Ser Lys Val Thr Phe Asp Tyr Ala Ser Phe Asp Ala Gin Val Phe Gly 

290 295 300 

Lys Arg Met Leu Ala Pro Lys He Gin Thr Ser Glu Thr Ser Pro Lys 
305 310 315 320 

Ala Phe Gin Cys Phe Asp Tyr Ser Gin Asp Ala Glu Ala Ala His Met 

325 330 335 

Ala Ala Thr Ala He Leu Asn Leu Ser Thr Arg Cys Trp Glu Met Pro 

340 345 350 

Glu Asn Leu Ser Thr Lys Pro Gin Asp Leu Pro Ser Lys Ser Val Asp 

355 360 365 

He Glu Val Asp Glu. Asn Gly Thr Leu Asp Leu Ser Met His Lys His 

370 375 380 

Arg Lys Arg Glu Asn Ala Phe Pro Ser Ser Ser Ser Cys Ser Ser Ser 
385 390 395 400 

Pro Gly Val Lys Ser Pro Asp Ala Ser Gin Arg His Ser Ser Thr Ser 

405 410 415 

Ala Pro Ser Ser Ser Met Thr Ser Pro Gin Ser Ser Gin Ala Ser Arg 

420 425 430 

Gin Asp Glu Trp Asp Arg Pro Leu Asp Tyr Thr Lys Pro Ser Arg Leu 
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435 440 445 

Arg Glu Glu Glu Pro Glu Glu Ser Glu Pro Ala Ala His Ser Phe Ala 

450 455 460 

Ser Ser Glu Ala Asp Asp Gin Glu Val Ser Glu Glu Asn Phe Glu Glu 
465 470 475 , 480 

Arg Lys Tyr Pro Gly Glu Val Thr Leu Thr Asn Phe Lys Leu Lys Phe 

485 490 495 

Leu Ser Lys Asp lie Lys Lys Glu Leu Leu Thr Cys Pro Thr Pro Gly 

500 505 510 

Cys Asp Gly Ser Gly His lie Thr Gly Asn Tyr Ala Ser His Arg Ser 

515 520 525 

Leu Ser Gly Cys Pro Leu Ala Asp Lys Ser Leu Arg Asn Leu Met Ala 

530 535 540 

Ala His Ser Ala Asp Leu Lys Cys Pro Thr Pro Gly Cys Asp Gly Ser 
545 550 555 560 

Gly His lie Thr Gly Asn Tyr Ala Ser His Arg Ser Leu Ser Gly Cys t 

565 570 575 

Pro Arg Ala Lys Lys Ser Gly Val Lys Val Ala Pro Thr Lys Asp Asp 

580 585 590 

Lys Glu Asp Pro Glu Leu Met Lys Cys Pro Val Pro Gly Cys Val Gly 

595 600 605 

Leu Gly His lie Ser Gly Lys Tyr Ala Ser His Arg Ser Ala Ser Gly 

610 615 620 

Cys Pro Leu Ala Ala Arg Arg Gin Lys Glu Gly Ser Leu Asn Gly Ser 
625 630 635 640 

Ser Phe Ser Trp Lys Ser Leu Lys Asn Glu Gly Pro Thr Cys Pro Thr 

645 650 ' 655 

Pro Gly Cys Asp Gly Ser Gly His Ala Asn Gly Ser Phe Leu Thr His 

660 665 670 

Arg Ser Leu Ser Gly Cys Pro Arg Ala Thr Phe Ala Gly Lys Lys Gly 

675 680/ 685 

Lys Leu Ser Gly Asp Glu Val Leu Ser Pro Lys Phe Lys Thr Ser Asp 

690 695 700 

Val Leu Glu Asn Asp Glu Glu lie Lys Gin Leu Asn Gin Glu lie Arg 
705 710 715 720 

Asp Leu Asn Glu Ser Asn Ser Glu Met Glu Ala Ala Met Val Gin Leu 

725 730 735 

Gin Ser Gin lie Ser Ser Met Glu Lys Asn Leu Lys Asn lie Glu Glu 

740 745 750 

Glu Asn Lys Leu lie Glu Glu Gin Asn Glu Ala Leu Phe Leu Glu Leu 

755 760 765 

Ser Gly Leu Ser Gin Ala Leu lie Gin Ser Leu Ala Asn He Arg Leu 

770 775 780 

Pro His Met Glu Pro He Cys Glu Gin Asn Phe Asp Ala Tyr Val Ser 
785 790 795 800 

Thr Leu Thr Asp Met Tyr Ser Asn Gin Asp Pro Glu Asn Lys Asp Leu 

805 810 815 

Leu Glu Ser lie Lys Gin Ala Val Arg Gly He Gin Val 
820 825 

<210> 4207 

<211> 1016 

<212> DNA 

<213> Homo sapiens 
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<400> 4207 

tttttttttg tgatttgggt ctgatctgcc tttgcatctg aagttcttga ctagtcagaa 
60 

gtttcttatt atttctgaca gacaggttct gaggagaaat taatttagtc ttttttcggg 
120 , 

tatcaactac tccaacagtt ttgccatgat cacgtaattg agctacataa tccaaagacc 
180 

gctgggacaa ctcatatgcc ttacgaggac cctttttcag gccaagtttc tcagctgttg 
240 

aagttggctc aggacactga cgaaatttct ttggcggcac tatagcagga gttgttctac 
300 

aacttaggta atttgaactt ctattctgtc cttttttggc atctgaatga gttttcttag 
360 

gggtcttaga aactggaact ttcctgatgg gttctgtaca agtacaaagc tttgaagact 
420 

tcttttgtga aaccgtagtg gctctctgaa tacgtgaatt gggagttgaa gtccttctat 
480 

caatactttt aaaatcattt cccacaagct ctctcttatt agtatcagac tggccctcat 
540 

ttctgacaga agatgaagac ctcacaggat cttcagccat tggtttttca gatcgttttc 
600 

tcttaggctt ttttacttca atttcacaaa attcttcaac agaaatactc cgtggtcttg 
660 

tgtgttcttc aatgccctct gctccttttt taacaacttc agatacataa tctgtacaac 
720 

cctgaccatt tgtagtattg gctataggag ccaaacattt tttctcacca tcttgaactg 
780 

aattattatc gtctggatga tcttgccaaa ctgaaaacac ttcagatgaa ctttcaaact 
840 

caaaacactg agaatcagat tcctcaaact gaaaaagagt ctctgtcttt tcttccttta 
900 

ctggattctt ttcctcctta ctattaactg ttgaaacgtg ctgctctgga tgttccctct 
960 

caaggcatat tttgtcctgt ttagtgagtt tctcaagact caggattctt tcatca 
1016 

<210> 4208 
<211> 193 
<212> PRT 

<213> Homo sapiens 
<400> 4208 

Met Ala Glu Asp Pro Val Arg Ser Ser Ser Ser Val Arg Asn Glu Gly 

1 5 10 15 

Gin Ser Asp Thr Asn Lys Arg Glu Leu Val Gly Asn Asp Phe Lys Ser 

20 25 30 

lie Asp Arg Arg Thr Ser Thr Pro Asn Ser Arg lie Gin Arg Ala Thr 

35 40 45 

Thr Val Ser Gin Lys Lys Ser Ser Lys Leu Cys Thr Cys Thr Glu Pro 

50 55 60 

He Arg Lys Val Pro Val Ser Lys Thr Pro Lys Lys Thr His Ser Asp 
65 70 75 80 

Ala Lys Lys Gly Gin Asn Arg Ser Ser Asn Tyr Leu Ser Cys Arg Thr 
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85 90 95 

Thr Pro Ala He Val Pro Pro Lys Lys Phe Arg Gin Cys Pro Glu Pro 

100 105 110 

Thr Ser Thr Ala Glu Lys Leu Gly Leu Lys Lys Gly Pro Arg Lys Ala 

115 120 125 

Tyr Glu Leu Ser Gin Arg Ser Leu Asp Tyr Val Ala Gin Leu Arg Asp 

130 135 140 

His Gly Lys Thr Val Gly Val Val Asp Thr Arg Lys Lys Thr Lys Leu 
145 150 155 160 

He Ser Pro Gin Asn Leu Ser Val Arg Asn Asn Lys Lys Leu Leu Thr 

165 170 175 

Ser Gin Glu Leu Gin Met Gin Arg Gin lie Arg Pro Lys Ser Gin Lys 
180 , 185 190 

Lys 



<210> 4209 

<211> 2661 

<212> DNA 

<213> Homo sapiens 

<400> 4209 

ntctcctgta cctgggcatc cagaaaaatg gtggtgatgg cgcgactttc gcggcccgag 
60 

cggccggacc ttgtcttcga ggaagaggac ctcccctatg aggaggaaat catgcggaac 
120 ' 

caattctctg tcaaatgctg gcttcgctac atcgagttca aacagggcgc cccgaagccc 

aggctcaatc agctatacga gcgggcactc aagctgctgc cctgcagcta caaactctgg 
240 

taccgatacc tgaaggcgcg tcgggcacag gtgaagcatc gctgtgtgac cgaccctgcc 

300 ' - - 

tatgaagatg tcaacaactg tcatgagagg gcctttgtgt tcatgcacaa gatgcctcgt 

360 

ctgtggctag attactgcca gttcctcatg gaccaggggc gcgtcacaca cacccgccgc 

420 ^ 
accttcgacc gtgccctccg ggcactgccc atcacgcagc actctcgaat ttggcccctg 

480 

tatctgcgct tcctgcgctc acacccactg cctgagacag ctgtgcgagg ctatcggcgc 
540 

ttcctcaagc tgagtcctga gagtgcagag gagtacattg agtacctcaa gtcaagtgac 
600 

cggctggatg aggccgccca gcgcctggcc accgtggtga acgacgagcg tttcgtgtct 
660 

aaggccggca agtccaacta ccagctgtgg cacgagctgt gcgacctcat ctcccagaat 
720 

ccggacaagg tacagtccct caatgtggac gccatcatcc gcgggggcct cacccgcttc 

780 . 
accgaccagc tgggcaagct ctggtgttct ctcgccgact actacatccg cagcggccat 

840 

ttcgagaagg ctcgggacgt gtacgaggag gccatccgga cagtgatgac cgtgcgggac 
900 

ttcacacagg tgtttgacag ctacgcccag ttcgaggaga gcatgatcgc tgcaaagatg 
960 
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gagaccgcct cggagctggg tcgcgaggag gaggatgatg tggacctgga gctgcgcctg 
1020 

gcccgcttcg agcacctcafc cagccggcgg cccctgcacc. tcagcagcgt cttgctgcgc 
1080 

caaaacccac accacgtgca cgagtggcac aagcgtgtcg ccctgcacca gggccgcccc 
1140 

cgggagatca tcaacaccta cacagaggct gtgcagacgg' tggacccctt caaggccaca 

ggcaagcccc acactctgtg ggtggcgttt gccaagtttt atgaggacaa cggacagctg 
1260 ' 

gacgatgccc gtgtcatcct ggagaaggcc accaaggtga acttcaagca ggtggatga.c 
1320 

ctggcaagcg tgtggtgtca gtgcggagag ctggagctcc gacacgagaa ctacgatgag . 
1380 

gccttgcggc tgctgcgaaa ggccacggcg .ctgcctccgc cgggccgagt atttgatggt 
1440 

tcagagcccg tgcagaaccg cgtgtacaag tcactgaagg tctggtccat gctcgccgac 
1500 

ctggaggaga gcctcggcac cttccagtcc accaaggccg tgtacgaccg catcctggac 
1560 

ctgcgtatcg caacacccca gatcgtcatc aactatgcca tgttcctgga ggagcacaag 
1620 

tacttcgagg agagcttcaa ggcgtacgag cgcggcatct cgctgttcaa gtggcccaac 
1680 

gtgtccgaca tctggagcac ctacctgacc aaattcattg cccgctatgg gggccgcaag 
1740 , 

ctggagcggg cacgggacct gtttgaacag gctctggacg gctgcccccc aaaatatgcc 
1800 

aagaccttgt acctgctgta cgcacagctg gaggaggagt ggggcctggc ccggcatgcc 
1860 

atggccgtgt acgagcgtgc caccagggcc gtggagcccg cccagcagta tgacatgttc 

1920 ' 
aacatctaca tcaagcgggc ggccgagatc tatggggtca cccacacccg cggcatctac 

1980 

cagaaggcca ttgaggtgct gtcggacgag cacgcgcgtg agatgtgcct gcggtttgca 

2040 , 
gacatggagt gcaagctcgg ggagatcgac cgcgcccggg ctatctacag cttctgctcc 

2100 \ 

cagatctgtg atccccggac aactggggca ttctggcaaa cgtggaagga ctttgaggtc 
2160 

cggcatggca acgaggacac catcagggag atgctgagga . tacggcggag. tgtgcaggcc 

2220 < 
acgtacaaca ctcaggtcaa cttcatggcc tcgcagatgc tcaaggtgtc gggcagtgcc 

2280 ^ 

acgggcaccg tgtctgacct.ggctcccggg cagagcggca tggatgacat gaagttgctg 
2340 

gaacagagag cagaacagct ggcggctgag gcggagcgtg accagccctt gcgcgcccag 
2400 

agcaagatcc tgtt'cgtgag gagtgacgcc ■ tcccgggagg agctggcaga gctggcacag 
2460 

caggtcaacc ccgaggagat ccagctgggc gaggacgagg acgaggacga gatggacccg 



2520 



gagcccaacg aggttcggct ggagcagcag agcgtgccag ccgcagtgtt tgggagcctg 
2580 
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aaggaagact gacccgtccc tcccccatcc cccctcccca ccccctcccc aatacagcta 
2640 

cgtttgtaca tcaaaaaaaa a 
2661 

<210> 4210 

<211> 863 

<212> PRT 

<213> Homo sapiens 

<400> 4210 

Xaa Ser Cys Thr Trp Ala Ser Arg Lys Met Val Val Met Ala Arg Leu 

1 5 10 15 

Ser Arg Pro Glu Arg Pro Asp Leu Val Phe Glu Glu Glu Asp Leu Pro 

20 25 30 

Tyr Glu Glu Glu He Met Arg Asn Gin Phe Ser Val Lys Cys Trp Leu 

3 5 40 45 

Arg Tyr lie Glu Phe Lys Gin Gly Ala Pro Lys Pro Arg Leu Asn Gin 

50 55 60 

Leu Tyr Glu Arg Ala Leu Lys Leu Leu Pro Cys Ser Tyr Lys Leu Trp 
65 70 75 80 

Tyr Arg Tyr Leu Lys Ala Arg Arg Ala Gin Val Lys His Arg Cys Val 

85 90 95 

Thr Asp Pro Ala Tyr Glu Asp Val Asn Asn Cys His Glu Arg Ala Phe 

100 105 HO 

Val Phe Met His Lys Met Pro Arg Leu Trp Leu Asp Tyr Cys Gin Phe 

115 120 125 

Leu Met Asp Gin Gly Arg Val Thr His Thr Arg Arg Thr Phe Asp Arg 

130 135 140 

Ala Leu Arg Ala Leu Pro He Thr Gin His Ser Arg He Trp Pro Leu 
145 150 155 160 

Tyr Leu Arg Phe Leu Arg Ser His Pro Leu Pro Glu Thr Ala Val Arg 

165 170 175 

Gly Tyr Arg Arg Phe Leu Lys Leu Ser Pro Glu Ser Ala Glu Glu Tyr 

180 185 190 

He Glu Tyr Leu Lys Ser Ser Asp Arg Leu Asp Glu Ala Ala Gin Arg 

195 200 205 

Leu Ala Thr Val Val Asn Asp Glu Arg Phe Val Ser Lys Ala Gly Lys 

210 215 220 

Ser Asn Tyr Gin Leu Trp His Glu Leu Cys Asp Leu lie Ser Gin Asn 
225 230 235 240 

Pro Asp Lys Val Gin Ser Leu Asn Val Asp Ala He lie Arg Gly Gly 

245 250 255 

Leu Thr Arg Phe Thr Asp Gin Leu Gly Lys Leu Trp Cys Ser Leu Ala 

260 265 270 

Asp Tyr Tyr lie Arg Ser Gly His Phe Glu Lys Ala Arg Asp Val Tyr 

275 280 285 

Glu Glu Ala He Arg Thr Val Met Thr Val Arg Asp Phe Thr Gin Val 

290 295 300 

Phe Asp Ser Tyr Ala Gin Phe Glu Glu Ser Met He Ala Ala Lys Met 
305 310 • 315 320 

Glu Thr Ala Ser Glu Leu Gly Arg Glu Glu Glu Asp Asp Val Asp Leu 

325 330 335 

Glu Leu Arg Leu Ala Arg Phe Glu His Leu He Ser Arg Arg Pro Leu 
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340 345 350 

His Leu Ser Ser Val Leu Leu Arg Gin Asn Pro His His Val His Glu 

355 360 365 

Trp His Lys Arg Val Ala Leu His Gin Gly Arg Pro Arg Glu lie He 

370 375 380 

Asn Thr Tyr Thr Glu Ala Val Gin Thr Val Asp Pro Phe Lys Ala Thr 
385 390 395 400 

Gly Lys Pro His Thr Leu Trp Val Ala Phe Ala Lys Phe Tyr Glu Asp 

405 410 415 

Asn Gly Gin Leu Asp Asp Ala Arg Val lie Leu Glu Lys Ala Thr Lys 

420 425 430 

Val Asn Phe Lys Gin Val Asp Asp Leu Ala Ser Val Trp Cys Gin Cys 

435 440 445 

Gly Glu Leu Glu Leu Arg His Glu Asn Tyr Asp Glu Ala Leu Arg Leu 

450 455 460 

Leu Arg Lys Ala Thr Ala Leu Pro Pro Pro Gly Arg Val Phe Asp Gly . 
465 470 475 480 

Ser Glu Pro Val Gin Asn Arg Val Tyr Lys Ser Leu Lys Val Trp Ser 

485 490 495 

Met Leu Ala Asp Leu Glu Glu Ser Leu Gly Thr Phe Gin Ser Thr Lys 

500 505 510 

Ala Val Tyr Asp Arg He Leu Asp Leu Arg He Ala Thr Pro Gin He 

515 520 - 525 

Val He Asn Tyr Ala Met Phe Leu Glu Glu His Lys Tyr Phe Glu Glu 

530 535 540 

Ser Phe Lys Ala Tyr Glu Arg Gly lie Ser Leu Phe Lys Trp Pro Asn 
545 550 555 560 

Val Ser Asp He Trp Ser Thr Tyr Leu Thr Lys Phe He Ala Arg Tyr 

565 570 575 

Gly Gly Arg Lys Leu Glu Arg Ala Arg Asp Leu Phe Glu Gin Ala Leu 

580 585 590 

Asp Gly Cys Pro Pro Lys Tyr Ala Lys Thr Leu Tyr Leu Leu Tyr Ala 

595 600 605 

Gin Leu Glu Glu Glu Trp Gly Leu Ala Arg His Ala Met Ala Val Tyr 

610 615 620 

Glu Arg Ala Thr Arg Ala Val Glu Pro Ala Gin Gin Tyr Asp Met Phe 
625 630 635 640 

Asn lie Tyr He Lys Arg Ala Ala Glu He Tyr Gly Val Thr. His Thr 

645 650 655 

Arg Gly lie Tyr Gin Lys Ala He Glu Val Leu Ser Asp Glu His Ala 

660 665 670 

Arg Glu Met Cys Leu Arg Phe Ala Asp Met Glu Cys Lys Leu Gly Glu 

675 680 685 

He Asp Arg Ala Arg Ala He Tyr Ser Phe Cys Ser Gin He Cys Asp 

690 695 700 

Pro Arg Thr Thr Gly Ala Phe Trp Gin Thr Trp Lys Asp Phe Glu Val 
70S 710 715 720 

Arg His Gly Asn Glu Asp Thr He Arg Glu Met Leu Arg lie Arg Arg 

725 730 735 

Ser Val Gin Ala Thr Tyr Asn Thr Gin Val Asn Phe Met Ala Ser Gin 

740 745 750 

Met Leu Lys Val Ser Gly Ser Ala Thr Gly Thr Val Ser Asp Leu Ala 

755 760 765 

Pro Gly Gin Ser Gly Met Asp Asp Met Lys Leu Leu Glu Gin Arg Ala 
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770 775 780 

Glu Gin Leu Ala Ala Glu Ala Glu Arg Asp Gin Pro Leu Arg Ala Gin 
785 790 795 800 

Ser Lys lie Leu Phe Val Arg Ser Asp Ala Ser Arg Glu Glu Leu Ala 

805 810 815 

Glu Leu Ala Gin Gin Val Asn Pro Glu Glu He Gin Leu Gly Glu Asp 

820 825 830 

Glu Asp Glu Asp Glu Met Asp Leu Glu Pro Asn Glu Val Arg Leu Glu 

835 840 845 

Gin Gin Ser Val Pro Ala Ala Val Phe Gly Ser Leu Lys Glu Asp 
850 855 . ' . 860 

<210> 4211 

<211> 456 

<212> DNA . 

<213> Homo sapiens 1 

<400> 4211 

. ggggatcgct agcccccagc ttctcagaac taaatatgaa agctcttgct cgtctacgct 
60 

tagttacaac agactccctg ggcctactgt aggggtcaag agcagatttc cagactctca 
120 

agctggaaaa gagacgctcc acactgcgac gacaaccaac acatgggaca agctgagaaa 
180 

gtgcactcag gacttcgcgt gatgtcacca ccatggcaat acttagatcc tgttgcttaa 
240 

gcataccatg tcgctgaaag agggaaagaa aatgaaagag cgtcctttaa aaagacgtaa 
300 

aattacactt tcactactac tggttcctat ccttgtgcag taaagtacaa cctggccagg 
360 . 

gtttaccagc tctacctgca actgagtcag aaaggcaaag tagtcagctt tgtccatgct 
420 . 
. gtacggaatt tgctccacaa acccccttgc tctaga 
456 

<210> 4212 
<211> 81 
<212> PRT 

<213> Homo sapiens 
<400> 4212 

Met Leu Lys Gin Gin Asp Leu Ser He Ala Met Val Val Thr Ser Arg 

1 5 10 15 

Glu Val Leu Ser Ala Leu Ser Gin Leu Val Pro Cys Val Gly Cys Arg 

20 25 30 

Arg Ser Val Glu Arg Leu Phe Ser Ser Leu Arg Val Trp Lys Ser Ala 

35 40 45 

Leu Asp Pro Tyr Ser Arg Pro Arg Glu Ser Val Val Thr Lys Arg Arg 

50 55 60 

Arg Ala Arg Ala Phe He Phe Ser Ser Glu Lys Leu Gly Ala Ser Asp 
65 70 75 80 

Pro 
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<210> 4213 

<211> 383 \ 

<212> DNA i \ / 

<213> Homo sapiens 

<400> 4213 

nacgcgtacc tgtgccagcg cgcgcgcttc ttcgcagaga acgagggcct agacgactac 
60 

atggaggcac gcgagggcat gcacctcaag aacgtggact tccgtgagtt catggtggcc 
120 

ttcccggacc cggcccggcc gccctggtac gcctgctcgt cggccttctg ggccgcggcg 
180 

ctgctcacgc tgtcgtggcc gctgcgagtg ctggccgagt accgcacggc ctacgcgcac 
240 

taccacgtgg agaagctgtt tggcctggag ggcccgggct cggccagcag cgcaggcggt 
300 

ggcctcagcc ccagcgatga gctgctgccc ccgctcaccc accgcctgcc gcgggtcaac 
360 

acagtagaca gcacggagct egg 
383 

<210> 4214 ' 
<211> 127 
<212> PRT 

<213> Homo sapiens 
<400> 4214 

Xaa Ala Tyr Leu Cys Gin Arg Ala Arg Phe Phe Ala Glu Asn Glu Gly 

1 5 10 15 

Leu Asp Asp Tyr Met Glu Ala Arg Glu Gly Met His Leu Lys Asn Val 

20 25 30 

Asp Phe Arg Glu Phe Met Val Ala Phe Pro Asp Pro Ala Arg Pro Pro 

35 40 45 

Trp Tyr Ala Cys Ser Ser Ala Phe Trp Ala Ala Ala Leu Leu Thr Leu 

50 55 60 

Ser Trp Pro Leu Arg Val Leu Ala Glu Tyr Arg Thr Ala Tyr Ala His 
65 70 75 80 

Tyr His Val Glu Lys Leu Phe Gly Leu Glu Gly Pro Gly Ser Ala Ser 

85 90 95 

Ser Ala Gly Gly Gly Leu Ser Pro Ser Asp Glu Leu Leu Pro Pro Leu 

. 100 105 110 

Thr His Arg Leu Pro Arg Val Asn Thr Val Asp Ser Thr Glu Leu 
115 120 125 

<210> 4215 
<211> 939 
<212> DNA 

<2 13 > Homo sapiens 
<400> 4215 

nggtacctcg gctgaataaa aattcaaaaa aacagcaatg gacaggaact tgagaagacg 
60 

ctggaagaaa gcaaagaaat ggatatcaaa cgtaaagaaa ataaaggcaa tgatacccct 
120 
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ttggccctag agagtacaaa cactgaaaag gagacaagcc tggaggaaac aaaaatcggg 



180 



gagatcctga tccagggctt gacagaagat atggtgactg ttttaatccg ggcctgcgtg 



240 



agcatgctgg gagtccctgt ggacccagat actttgcatg ccaccctttg tttctgtttg 



300 



agggtcactc ggggccccca attagccatg atgtttgcag aactgaagaa tacccgcatg 



360 



atcttgaatt tgacccagag ctcaggcttc aatgggttta ctcccctggt cacccttctc 



420 



ttaagacaca tcattgagga cccctgtacc cttcgtcata ccatggaaaa ggttgttcgc 



480 



tcagcagcta caagtggagc tggtagcact acctctggtg ttgtgtctgg cagcctcggc 



540 



tctcgggaga tcaactacat ccttcgtgtc cttgggccag ccgcatgccg caatccagac 



600 



atattcacag aagtggccaa ctgctgtatc cgcatcgccc ttcctgcccc tcgaggctca 



660 



ggaactgctt cagatgatga atttgagaat cttagaatta aaggccctaa tgctgtacag 



720 



ctggtgaaga ccaccccttt gaagccctca cctctgcctg tcatccctga tactatcaag 



780 



gaagtgatct atgatatgct gaatgctctg gctgcatacc atgctccaga ggaagcagat 
840 

aaatctgatc ctaaacctgg ggttatgacc caagaggttg gccagctcct gcaagacatg 

900 • 
ggtgatgatg tataccagca gtaccggtca cttacgcgt 

939 

<210> 4216 
<211> 287 
<212> PRT 

<213> Homo sapiens 
<400> 4216 

Met Asp He Lys Arg Lys Glu Asn Lys Gly Asn Asp Thr Pro Leu Ala 

1 5 10 15 

Leu Glu Ser Thr Asn Thr Glu Lys Glu Thr Ser Leu Glu Glu Thr Lys 

20 25 30 

He Gly Glu He Leu lie Gin Gly Leu Thr Glu Asp Met Val Thr Val 

35 40 . 45 

Leu He Arg Ala Cys Val Ser Met Leu Gly Val Pro Val Asp Pro Asp 

50 55 60 

Thr Leu His Ala Thr Leu Cys Phe Cys Leu Arg Val Thr Arg Gly Pro 
65 70 75 80 

Gin Leu Ala Met Met Phe Ala Glu Leu Lys Asn Thr Arg Met He Leu 

85 90 95 

Asn Leu Thr Gin Ser Ser Gly Phe Asn Gly Phe Thr Pro Leu Val Thr 

100 105 HO 

Leu Leu Leu Arg His He He Glu Asp Pro Cys Thr Leu Arg His Thr 

115 120 125 

Met Glu Lys Val Val Arg Ser Ala Ala Thr Ser Gly Ala Gly Ser Thr 

130 ' 135 140 

Thr Ser Gly Val Val Ser Gly Ser Leu Gly Ser Arg Glu He Asn Tyr 
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145 150 155 160 

lie Leu Arg Val Leu Gly Pro Ala Ala Cys Arg Asn Pro Asp lie Phe 

165 170 175 

Thr Glu Val Ala Asn Cys Cys lie Arg lie Ala Leu Pro Ala Pro Arg 

180 185 190 

Gly Ser Gly Thr Ala Ser Asp Asp Glu Phe Glu Asn Leu Arg lie Lys 

195 200 205 

Gly Pro Asn Ala Val Gin Leu Val Lys Thr Thr Pro Leu Lys Pro Ser 

210 215 220 

Pro Leu Pro Val lie Pro Asp Thr He Lys Glu Val He Tyr Asp Met 
225 230 235 240 

Leu Asn Ala Leu Ala Ala Tyr His Ala Pro Glu Glu Ala Asp Lys Ser 

245 250 255 

Asp Pro Lys Pro Gly Val Met Thr Gin Glu Val Gly Gin Leu Leu Gin 

260 265 270Met Gly Asp Asp 

Val Tyr Gin Gin Tyr Arg Ser Leu Thr Arg 

275 280 285 

<210> 4217 

<211> 619 

<212> DNA 

<213> Homo sapiens 

<400> 4217 

acacacacac gcacacaaaa ctcagccaca ggctcaccag ggtctctctc aacatgcaca 
60 

catacacaca cacacccctc agtcataggc tcacaagagt ctctcttgtc tctctctcat 
120 

acatacacac acacacacaa ccagccacag gcccacaaag gtgtctctct ctttgtccct 
180 

gtctgctctc tcgcactcac acacacacat ctcagccaca ggcccaccag agtctgtctg 
240 

tctctttgtc tctctcactc tctctcacac acatacacct cagccacagg cccacaaggg 
300 

tctctctcct tgtccctggc tcctctctct cgcacactcc cacacacaca catacagctc 
360 

agccacaggc ccacgagggt gtctctctct ctctctctct ctcacacaca cacacacaca 
420 

cacacacgcc tgtgcagctc cacaggggcc tggggcagga gacagatctg aatacacata 
480 

ccaccctgtg ctgtgagtgg, ccactcccat ccaacaactg agactttctg ttactgggcc 
540 

aaggttttct gccaaactca cttcccttat aatgaatg.aa ttatccctca gaaggttcca 
600 

cagtcctccc ctggcgcgc 
619 

<210> 4218 

<211> 155 

<212> PRT 

<213> Homo sapiens 

<400> 4218 

Met His Thr Tyr Thr His Thr Pro Leu Ser His Arg Leu Thr Arg Val 
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1 5 10 '15 

Ser Leu Val Ser Leu Ser Tyr He His Thr His . Thr Gin Pro Ala Thr 

20 25 30 

Gly Pro Gin Arg Cys Leu Ser Leu Cys Pro Cys Leu Leu Ser Arg Thr 

35 40 45 

His Thr His Thr Ser Gin Pro Gin Ala His Gin Ser Leu Ser Val Ser 

50 55 60 

Leu Ser Leu Ser Leu Ser Leu Thr His lie His Leu Ser His Arg Pro 
65 70 75 80 

Thr Arg Val Ser Leu Leu Val Pro Gly Ser Ser Leu Ser His Thr Pro _ 

85 90 95 

Thr His Thr His Thr Ala Gin Pro Gin Ala His Glu Gly Val Ser Leu 

100 105 HO 

Ser Leu Ser Leu Ser His Thr His Thr His Thr His Thr Pro Val Gin 

115 120 125 

Leu His Arg Gly Leu Gly Gin Glu Thr Asp Leu Asn Thr His Thr Thr 

130 135 140 

Leu Cys Cys Glu Trp Pro Leu Pro Ser Asn Asn 
145 150 155 . 

<210> 4219 

<211> 774 

<212> DNA 

<213> Homo sapiens 

<400> 4219 

ngcggccgcg "cacctgctcc cgtcgcccta cagcaagatc acgcccccgc ggaggcccca 
60 

ccgctgcagc agcggccacg gcagcgacaa cagcagcgtg ctgagcgggg agctcccgcc - 
120 

ggccatgggg aagacggccc tgttctacca cagcggcggc agcagcggct acgagagcgt 
180 

gatgcgggac agcgaggcca ccggcagcgc gtcctcggcg caggactcca cgagcgagaa 
240 

cagcagctcc gtgggcggca ggtgccggag cctcaagacc ccgaagaaac gctccaatcc 
300 

aggttctcag agacggaggc ttatcccagc actatccctg gacacctctt cccctgtgag 
360 

aaaacccccc aacagcacag gcgtccgctg ggtggatggn nccccttgcg gagcagcccg 
420 

aggggccttg gggaaccttt gagattaaag tctnatgaaa tcgatgacgt ggagcgcctg 
480 

cagcggcgac gagggggtgc cagcaaggag gccatgtgct tcaatgcaaa gctgaagatt 
540 

ctggaacacc gccagcagag gatcgccgag gtccgcgcga agtacgagtg gctgatgaag 
600 

gagctggagg cgaccaaaca gtatctgatg ctggatccca acaagtggct cagtgaattt 
660 

gacttggagc aggtttggga gctggattcc ctggagtacc tggaggcact ggagtgtgtg 
720 

acggagcgcc tggagagccg tgtcaacttc tgcaaggccc atctcatgat gctc 
774 

<210> 4220 
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<211> 258 
<212> PRT 
<213> Homo sapiens 

<400> 4220 

Xaa Gly Arg Ala Pro Ala Pro Val Ala Leu Gin Gin Asp His Ala Pro 

1 5 10 15 

Ala Glu Ala Pro Pro Leu Gin- Gin Arg Pro Arg Gin Arg Gin Gin Gin 

20 25 30 

Arg Ala Glu Arg Gly Ala Pro Ala Gly His Gly Glu Asp Gly Pro Val 

35 40 45 

Leu Pro Gin Arg Arg Gin Gin Arg Leu Arg Glu Arg Asp Ala Gly Gin 

50 55 60 

Arq Gly His Arg Gin Arg Val Leu Gly Ala Gly Leu His Glu Arg Glu 
65 70 75 80 

Gin Gin Leu Arg Gly Arg Gin Val Pro Glu Pro Gin Asp Pro Glu Glu 

85 90 95 

Thr Leu Gin Ser Arg Phe Ser Glu Thr Glu Ala Tyr Pro Ser Thr lie 

100 105 HO 

Pro Gly His Leu Phe Pro Cys Glu Lys Thr Pro Gin Gin His Arg Arg 

115 120 125 

Pro Leu Gly Gly Trp Xaa Pro Leu Arg Ser Ser Pro Arg Gly Leu Gly 

130 135 140 

Glu Pro Leu Arg Leu Lys Ser Xaa Glu He Asp Asp Val Glu Arg Leu 
145 150 155 160 

Gin Arg Arg Arg Gly Gly Ala Ser Lys Glu Ala Met Cys Phe Asn Ala 

165 170 175 

Lys Leu Lys He Leu Glu His Arg Gin Gin Arg He Ala Glu Val Arg 

180 185 190 

Ala Lys Tyr Glu Trp Leu Met Lys Glu Leu Glu Ala Thr Lys Gin Tyr 

195 200 205 

Leu- Met Leu Asp Pro Asn Lys Trp Leu Ser Glu Phe Asp Leu Glu Gin 

210 215 220 

Val Trp Glu Leu Asp Ser Leu Glu Tyr Leu Glu Ala Leu Glu Cys Val 
225 230 235 240 

Thr Glu Arg Leu Glu Ser Arg Val Asn Phe Cys Lys Ala His Leu Met 
245 250 255 

Met Leu 



<210> 4221 

<211> 789 

<212> DNA 

<213> Homo sapiens 

<400> 4221 

aatgtgaaga ggattaaaga ataaagaaaa aacaaaaaag tcttatacta aaataagaaa 
60 

tcagccccat cttggcacag ttctcatgca gaatattgca cccagtgtga actaacgcta 
120 

gaagcttcaa actgtataaa tttaaatgta tttgcatatt ataaaaataa agataaacat 
180 

atacatattt tacactagtt atggaacagc aatgaacgtc agtcgatccc tctttcacat 
240 
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ttaacagaac tgaaatctga gtgctctaaa tactgccacc tgtactgtaa ctatggctta 
300 

tatgtgcacg gaaaacaaaa tccctgagaa gccattcgac tttttttttt tttcttttct 
360 

tcaagtagcg cgctccttgg aggatcacag ttctgaggtt caggttgtaa aacatttgct 
420 

ccatgttctc gtccatgctt ccccccacca ccccctcccc acctcttccc cagtcgtcca 

480 - 
aaaagcaccc tgcaagcacg cgttgtcact caagttcaca gaacacgctg gggtgagtgc 

540 

agagggtctg ccaggtgcaa aagatggtcc aggtgttcag atgctctctt ttctccatgg 
600 

aaattccaca gccacaaacg tcactggttt ctgtgctttt caccaacatt cttcccttaa 
660 

aaattggtgc tcctaaagtc acagtttggg tacagtaaaa atgatggcat aaggaaaaga 
720 

agcactatct tttccactta attttccaag aaagtatgaa gatacttgga acaggggctg 
780 

atcacagtc 
789 

<210> 4222 

<211> 127 

<212> PRT 

<213> Homo sapiens 

<400> 4222 



Met 


Ala 


Tyr 


Met 


Cys 


Thr 


Glu Asn 


Lys 


He 


Pro 


Glu 


Lys 


Pro 


Phe 


Asp 


1 






5 








10 










15 




Phe 


Phe 


Phe 


Phe 


Ser 


Phe 


Leu Gin 


Val 


Ala 


Arg 


Ser 


Leu 


Glu 


Asp 


His 








20 








25 










30 






Ser 


Ser 


Glu 


Val 


Gin 


Val 


Val Lys 


His 


Leu 


Leu 


His 


Val 


Leu 


Val 


His 






35 








40 










45 








Ala 


Ser 


Pro 


His 


His 


Pro 


Leu Pro 


Thr 


Ser 


Ser 


Pro 


Val 


Val 


Gin 


Lys 




50 










55 








60 










Ala 


Pro 


Cys 


Lys 


His 


Ala 


Leu Ser 


Leu 


Lys 


Phe 


Thr 


Glu 


His 


Ala 




65 










70 








75 










80 


val 


Ser 


Ala 


Glu 


Gly 


Leu 


Pro Gly 


Ala 


Lys 


Asp Gly 


Pro 


Gly Val 


Gin 










85 








90 










95 




Met 


Leu 


Ser 


Phe 


Leu 


His 


Gly Asn 


Ser 


Thr 


Ala 


Thr 


Asn 


Val 


Thr 


Gly 








100 








105 










110 






Phe 


Cys 


Ala 


Phe, His 


Gin 


His Ser 


Ser 


Leu 


Lys 


Asn 


Trp 


Cys 


Ser 






115 








120 










125 









<210> 4223 

<211> 852 

<212> DNA 

<213> Homo sapiens 

<400> 4223 

atcctggacc agggctacta ctcggagcga gacacaagca acgtggtacg gcaagtcctg 
60 

gaggccgtgg cctatttgca ctcactcaag atcgtgcaca ggaatctcaa gctggagaac 
120 



3414 



WO 00/58473 PCT/US00/08621 



ctggtttact acaaccggct gaagaactcg aagattgtca tcagtgactt ccatctggct 
180 

aagctagaaa atggcctcat caaggagccc tgtgggaccc ccgaagattt tgccccccaa 
240 

ggggaaggcc ggcagcggta tggacgccct gtggactgct gggccattgg agtcatcatg 
300 

tacatcctgc tttcaggcaa tccacctttc tatgaggagg tggaagaaga tgattatgag 
360 

aaccatgata agaatctctt ccgcaagatc ctggctggtg actatgagtt tgactctcca 
420 

tattgggatg atatttcgca ggcagccaaa gacctggtca caaggctgat ggaggtggag 
480 

caagaccagc ggatcactgc agaagaggcc atctcccatg agtggatttc tggcaatgct 
540 

gcttctgata agaacatcaa ggatggtgtc tgtgcccaga ttgaaaagaa ctttgccagg 
600 

gccaagtgga agaaggctgt ccgagtgacc accctcatga aacggctccg ggcaccagag 
660 

cagtccagca cggctgcagc ccagtcggcc tcagccacag acactgccac ccccggggct 
720 

gcagaccgta gtgccacccc agccacagat ggaagtgcca ccccagccac tgatggcagt 
780 

gtcaccccag ccaccgatgg aagcatcact ccagccattg atgggagtgt caccccagcc 
840 

actgacagga gc 
852 

<210> 4224 
<211> 284 
<212> PRT 

<213> Homo sapiens 
<400> 4224 

lie Leu Asp Gin Gly Tyr Tyr Ser Glu Arg Asp Thr Ser Asn Val Val 

1 5 10 15 

Arg Gin Val Leu Glu Ala Val Ala Tyr Leu His Ser Leu Lys lie Val 

20 25 30 

His Arg Asn Leu Lys Leu Glu Asn Leu Val Tyr Tyr Asn Arg Leu Lys 

35 40 45 

Asn Ser Lys He Val lie Ser Asp Phe His Leu Ala Lys Leu Glu Asn 

50 55 60 

Gly Leu lie Lys Glu Pro Cys Gly Thr Pro Glu Asp Phe Ala Pro Gin 
65 70 75 80 

Gly Glu Gly Arg Gin Arg Tyr Gly Arg Pro Val Asp Cys Trp Ala He 

85 90 95 

Gly Val He Met Tyr He Leu Leu Ser Gly Asn Pro Pro Phe Tyr Glu 

100 105 HO 

Glu Val Glu Glu Asp Asp Tyr Glu Asn His Asp Lys Asn Leu Phe Arg 

115 120 125 

Lys He Leu Ala Gly Asp Tyr Glu Phe Asp Ser Pro Tyr Trp Asp Asp 

130 135 140 

lie Ser Gin Ala Ala Lys Asp Leu Val Thr Arg Leu Met Glu Val Glu 
145 150 155 160 

Gin Asp Gin Arg He Thr Ala Glu Glu Ala He Ser His Glu Trp lie 
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165 170 175 



Ser 


Gly 


Asn 


Ala 


Ala 


Ser 


Asp 


Lys 


Asn He 


Lys 


Asp 


Gly Val 


Cys 


Ala 








180 










185 








190 






Gin 


He 


Glu 


Lys 


Asn 


Phe 


Ala 


Arg 


Ala Lys 


Trp 


Lys 


Lys 


Ala 


Val 


Arg 






195 










200 








205 








Val 


Thr 


Thr 


Leu 


Met 


Lys Arg 


Leu 


Arg Ala 


Pro 


Glu 


Gin 


Ser 


Ser 


Thr 




210 










215 








220 










Ala 


Ala 


Ala 


Gin 


Ser 


Ala 


Ser 


Ala 


Thr Asp 


Thr 


Ala 


Thr 


Pro Gly 


Ala 


225 










230 








235 










240 


Ala 


Asp 


Arg 


Ser 


Ala 


Thr 


Pro 


Ala 


Thr Asp 


Gly 


Ser 


Ala 


Thr 


Pro 


Ala 








245 








250 










255 




Thr 


Asp 


Gly 


Ser 


Val 


Thr 


Pro 


Ala 


Thr Asp 


Gly 


Ser 


He 


Thr 


Pro 


Ala 








260 










265 








270 






He 


Asp 


Gly 


Ser 


Val 


Thr 


Pro 


Ala 


Thr Asp 


Arg 


Ser 











275 280 



<210> 4225 

<211> 470 

<212> DNA 

<213> Homo sapiens 

<400> 4225 

nntgtacaag aaagtgagcc agtcatcgtc aatattcaag tgatggatgc aaatgataac 
60 

acgccaacct tccctgaaat atcctatgat gtgtatgttt atacagacat gagacctggg 
120 

gacagggtcc tacagttaac tgcagtcgac gcagacgaag ggtcaaatgg ggagatcaca 
180 

tatgaaatcc ttgttggggc tcagggagac ttcatcatca ataaaacaac agggcttatc 
240 

accatcgctc caggggtgga aatgatagtc gggcggactt acgcactccc ggtccaagca 
300 

gcggataatg ctcctcctgc aaagcaaagg actcccatct gcactgtgta tattgaagtg 
360 

cttccaccaa ataatcaaag ccctcctcgc ttcccacagc tgatgtatag ccttgaaatt 
420 

agtgaagcca tgagggttgg tgctgtttta ttaaatctac aggcaactga 
470 

<210> 4226 
<211> 156 
<212> PRT 

<213> Homo sapiens 
<400> 4226 

Xaa Val Gin Glu Ser Glu Pro Val He Val Asn He Gin Val Met Asp 

1 5 10 15 

Ala Asn Asp Asn Thr Pro Thr Phe Pro Glu He Ser Tyr Asp Val Tyr 

20 25 30 

Val Tyr Thr Asp Met Arg Pro Gly Asp Arg Val Leu Gin Leu Thr Ala 

35 40 45 

Val Asp Ala Asp Glu Gly Ser Asn Gly Glu He Thr Tyr Glu He Leu 

50 55 60 

Val Gly Ala Gin Gly Asp Phe He He Asn Lys Thr Thr Gly Leu He 
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65 70 75 80 

Thr He Ala Pro Gly Val Glu Met lie Val Gly Arg Thr Tyr Ala Leu 

85 90 95 

Pro Val Gin Ala Ala Asp Asn Ala Pro Pro Ala Lys Gin Arg Thr Pro 

100 105 110 

lie Cys Thr Val Tyr lie Glu Val Leu Pro Pro Asn Asn Gin Ser Pro 

115 120 125 

Pro Arg Phe Pro Gin Leu Met Tyr Ser Leu Glu He Ser Glu Ala Met 

130 135 140 

Arg Val Gly Ala Val Leu Leu Asn Leu Gin Ala Thr 
145 150 155 

<210> 4227 
<211> 1199 
<212> DNA 

<213> Homo sapiens , 



<400> 4227 
nnaagcttat 
60 

attataaatt 
120 

cattcaaatg 
180 

caaattcaga 
240 

atagagcagc 
300 

gcaatccaga 
360 

gagatctgcc 
420 

gccatcagag 
480 

gtgatgaaga 
540 

attaggttga 
600 

gagctgaata 
660 

ttgcatacac 
720 

gaaaatgcca 
780 

ttccaaaaat 
840 

caggctgagg 
900 

atcgtgcaca 
960 

aagttatttg 
1020 

agtagaaatg 
1080 



ggccagtgtt 
taacttctaa 
catcacaatc 
acagtacaga 
ttctatcaaa 
tattgctgac 
caccaggcat 
gaagacttgg 
ccacatgggg 
tatccagcct 
gcattggagt 
aagtggaaat 
caattaccga 
gtcaattaat 
gaggaagacg 
gcactgacaa 
tgaaatttga 
catgtagcat 



aatttgttat 
catgttttat 
actttgtgaa 
gcccgacccc 
tattttccac 
tttacttgag 
gagccattca 
atcttttcat 
tgtgctggat 
gcttcaaacc 
catattgaac 
ttgtattgca 
tcaagactcc 
agaacgaata 
gcatggttac 
gggccccaac 
attacatttt 
ttttaatagt 



ttcttaaata 
ggttaaaatt 
attgttcgcc 
ctgcttgcca 
aaggagaaaa 
acacgacgac 
gcttgttcag 
gaactcctgc 
cctcctgtgg 
aataccagca 
atgttcttca 
ctgattcttg 
actggtgata 
cttgaagcct 
atgggacacc 
agtgcattag 
tgttgggttg 
gatttgtggg 



actttccctt 
gtactttttt 
tgagcagaga 
ctctagaaaa 
atgagtcagc 
caacatttga 
taaacaagag 
tggagccacc 
ggaatacccg 
gtataaatgg 
agtatacatg 
caagtccttt 
atttgttatt 
gggaaatgaa 
taacgaggat 
tgcagcagct 
caggaaggat 
acttctttat 



tcatttttaa 
cctttagcga 
ccagatgtta 
gcaagaaatt 
catagtcagt 
aggccatata 
tgttctagaa 
caagaaaagt 
gttgaatgtc 
ggaccttatg 
gaataacttt 
tgaaaacaca 
aaaacatctt 
tgagaagaaa 
agctaactgt 
tatcaaaggt 
ttaagggtca 
atttggcaaa 
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ttatgtattt gaatgaggtt cttgagaatg tgtttgaaca gggttgtttt ttgggttgta 
1140 

ttttatgttc atgtagttac agaccattcc ataagcattg gcaggcttgg ctggattca 
1199 

<210> 4228 
<211> 298 
<212> PRT 

<213> Homo sapiens 
<400> 4228 

Arg His Ser Asn Ala Ser Gin Ser Leu Cys Glu lie Val Arg Leu Ser 

1 5 10 15 

Arg Asp Gin Met Leu Gin He Gin Asn Ser Thr Glu Pro Asp Pro Leu 

20 25 30 

Leu Ala Thr Leu Glu Lys Gin Glu- He He Glu Gin Leu Leu Ser Asn 

35 40 45 

He Phe His Lys Glu Lys Asn Glu Ser Ala He Val Ser Ala He Gin 

50 55 60 

He Leu Leu Thr Leu Leu Glu Thr Arg Arg Pro Thr Phe Glu Gly His 
65 70 75 80 

He Glu lie Cys Pro Pro Gly Met Ser His Ser Ala Cys Ser Val Asn 

85 90 95 

Lys Ser Val Leu Glu Ala He Arg Gly Arg Leu Gly Ser Phe His Glu 

100 105 HO 

Leu Leu Leu Glu Pro Pro Lys Lys Ser Val Met Lys Thr Thr Trp Gly 

115 120 125 

Val Leu Asp Pro Pro Val Gly Asn Thr Arg Leu Asn Val He Arg Leu 

130 135 140 

He Ser Ser Leu Leu Gin Thr Asn Thr Ser Ser He Asn Gly Asp Leu 
145 150 155 160 

Met Glu Leu Asn Ser He Gly Val He Leu Asn Met Phe Phe Lys Tyr 

165 170 175 

Thr Trp Asn Asn Phe Leu His Thr Gin Val Glu He Cys He Ala Leu 

180 185 190 

He Leu Ala Ser Pro Phe Glu Asn Thr Glu Asn Ala Thr lie Thr Asp 

195 200 205 

Gin. Asp Ser Thr Gly Asp Asn Leu Leu Leu Lys His Leu Phe Gin Lys 

210 215 220 

Cys Gin Leu He Glu Arg He Leu Glu Ala Trp Glu Met Asn Glu Lys 
225 230 . . 235 240 

Lys Glh Ala Glu Gly Gly Arg Arg His Gly Tyr Met Gly His Leu Thr 

245 250 255 

Arg lie Ala Asn Cys He Val His Ser Thr Asp Lys Gly Pro Asn Ser 

260 265 270 

Ala Leu Val Gin Gin Leu lie Lys Gly Lys Leu Phe Val Lys Phe Glu 

275 280 285 

Leu His Phe Cys Trp Val Ala Gly Arg lie 

290 295 . 

<210> 4229 

<211> 1612 

<212> DNA 

<213> Homo sapiens 
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<400> 4229 

ncgggggtct ccatcctgga 
60 

tcccaaagcc ccgtggccct 
120 

ggaaacatga agtcggtcct 
180 

gttctgggcc ggaacctccc 
240 

ctgagccaag gccagtggat 
300 

aagcgaagag gtcttcgcaa 
360 

gactacgtgg tcaagaaggg 
420 

gtggagtggg ggacccccga 
480 

caggtgagcg gcttcctgac 
540 

aacgtggtcc tcgccacagg 
600 

gccctgccct tcatccacca 
660 

gtgaccccgg cctcagaccc 
720 

gtcctctacg cccgccacta 
780 

gaccctggcc tggtgttcaa 
840 

caccagatga tgcgggagca 
900 

ctccccaggc accagctgct 
960 

gagggtgtcg agaaggtgtt 
1020 

gacctctcct tcctgcctgg 
1080 

agcgccaaga ggaaccccat 
1140 

ggcctgtacg ccatggggcc 
1200 

gccttggctg tggccagctc 
1260 

gccagacccg ctggctccca 
1320 

caggacccgt ccaaagatgc 
1380 

tcaagaggag tagggatccc 
1440 

agaccagtgt gtgaggtggt 
1500 

tgtggggaaa gctgctggtg 
1560 



ccaggacctg gactacctgt 
gctctttgat gcccttctac 
cacctggaag caccggaagg 
cgggggagcc tggcactcca 
ggggctcccg gacctggagg 
cagccgggcc actgccgggg 
tctggggcat aactttgtgt 
tcccagcagc tgtggggccc 
caggaaccag gcccagcagc 
cacgttcgac agcccggccc 
tgagctgtct gccctggagg 
tgtcctcatc attggcgegg 

caacatcccg gtgatccatg 

■ v- - ■ 

ccagctgccc aagatgctgt 
gtccatcctg tcgcccagcc 
gtgcttcaag gaagactgcc 
tggggtctcc ctggtgctgg 
ggcaggggct gactttgcag 
tgacgtggac cccttcacct 
gctggccggg gacaacttcg 
cctgctaagg aaggagacca 
ggccctgaga ggacagagat 
cccggggagg ggtgtcagcc 
aggctgccct ggacttagac 
aacagcggcc gcagcagggg 
tgaccagctg agcacccagc 



ccgaaggcct cgaaggccga 
gcccagacac agactttggg 
agcacgccat cccccacgtg 
tcgaaggctc catggtgatc 
tcaaggactg gatgcagaag 
acatcgccca ctactacagg 
ccggtgctgt agtcacagcc 
aggactccag ccccctcttc 
ccttctcgct gtgggcccgc 
ggctgggcat ccccggggag 
ccgccacaag ggtgggtgcg 
ggctgtcagc ggccgacgcc 
ccttccgccg ggccgtggac 
accccgagta ccacaaggtg 
cctatgaggg ttaccgcagc 
aggccgtgtt ccaggacctc 
tcctcatcgg ctcccacccc 
tggatcctga ccagccgctg 
accagagcac ccgccaggag 
tgaggtttgt gcaggggggc 
ggaagccacc ctaacactcg 
gaccacatcc ctgctggatg 
cacgttgctg gcctttgggg 
cagtgtctga ggttggactt 
gttggcctag acctgggatt 
caggagacct gcagccctgc 
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gccttccaga agcaggtccc aaataaagcc agtgcccacc tgaaaaaaaa aa 
1612 

<210> 4230 . . 

<211> 417. • 
<212> PRT 

<213> Homo sapiens 
<400> 4230 

Xaa Gly Val Ser lie Leu Asp Gin Asp Leu Asp Tyr Leu Ser Glu Gly 

1 5 10 ' 15 

Leu Glu Gly Arg Ser Gin Ser Pro Val Ala Leu Leu Phe Asp Ala Leu 

20 25 30 

Leu Arg Pro Asp Thr Asp Phe Gly Gly Asn Met Lys Ser Val Leu Thr 

35 40 45 

Trp Lys His Arg Lys Glu His Ala lie Pro His Val Val Leu Gly Arg 

50 55 , 60 

Asn Leu Pro Gly Gly Ala Trp His Ser lie Glu Gly Ser Met Val He 
65 70 75 80 

Leu Ser Gin Gly Gin Trp Met Gly Leu Pro Asp Leu Glu Val Lys Asp 

85 ' 90 95 

Trp Met Gin Lys Lys Arg Arg Gly Leu Arg Asn Ser Arg Ala Thr Ala 

100 105 110 

Gly Asp He Ala His Tyr Tyr Arg Asp Tyr Val Val Lys Lys Gly Leu 

115 120 125 

Gly His Asn Phe Val Ser Gly Ala Val Val Thr Ala Val Glu Trp Gly 

130 135 140 

Thr Pro Asp Pro Ser Ser Cys Gly Ala Gin' Asp Ser Ser Pro Leu Phe 
145 150 155 160 

Gin Val Ser Gly Phe Leu Thr Arg Asn Gin Ala Gin Gin Pro Phe Ser 

165 170 175 

Leu Trp Ala Arg Asn Val Val Leu Ala Thr Gly Thr Phe Asp Ser Pro 

180 185 190 

Ala Arg Leu Gly He Pro Gly Glu Ala Leu Pro Phe He His His Glu 

195 200 205 

Leu Ser Ala Leu Glu Ala Ala Thr Arg Val Gly Ala Val Thr Pro Ala 

210 215 220 

Ser Asp Pro Val Leu lie He Gly Ala Gly Leu Ser Ala Ala Asp Ala 
225 230 235 240 

Val Leu Tyr Ala Arg His Tyr Asn He Pro Val He His Ala Phe Arg 

245 250 255 

Arg Ala Val Asp Asp Pro Gly Leu Val Phe Asn Gin Leu Pro Lys Met 

260 265 270 

Leu Tyr Pro Glu Tyr His Lys Val His Gin Met Met Arg Glu Gin Ser 

275 280 285 

lie Leu Ser Pro Ser Pro Tyr Glu Gly Tyr Arg Ser Leu Pro Arg His 

290 295 300 

Gin Leu Leu Cys Phe Lys Glu Asp Cys Gin Ala Val Phe Gin Asp Leu 
305 310 315 320 

Glu Gly Val Glu Lys Val Phe Gly Val Ser Leu Val Leu Val Leu lie 

325 330 335 

Gly Ser His Pro Asp Leu Ser Phe Leu Pro Gly Ala Gly Ala Asp Phe 

340 345 350 

Ala Val Asp Pro Asp Gin Pro Leu Ser Ala Lys Arg Asn Pro He Asp 
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355 360 365 

Val Asp Pro Phe Thr Tyr Gin Ser Thr Arg Gln Glu Gly Leu Tyr Ala 

370 375 380 

Met Gly Pro Leu Ala Gly Asp Asn Phe Val Arg Phe Val Gin Gly Gly 
385 390 395 400 

Ala Leu Ala Val Ala Ser Ser Leu Leu Arg Lys Glu Thr Arg Lys Pro 
405 410 415 

Pro 



<210> 4231 
<211> 1588 
<212> DNA 

<2 13 > Homo sapiens ' 
<400> 4231 

ncgactacag acacagacgg tgccgccgag acttgtgtct cagtacagtg tcagaagcaa 
60 

attaaagaac ttcgagatca aattgtatct gttcaggagg aaaagaagat tttagccatt 
120 

gagctggaaa atctcaagag caaactcgta gaagtaattg aagaagtaaa taaagttaaa 
180 

caagaaaaga ctgttttaaa ttcagaagtt cttgaacaga gaaaagtctt agaaaaatgc 
240 

aatagagtgt ccatgttagc tgtagaagag tatgaggaga tgcaagtaaa cctggagctg 
300 • 

gagaaggacc ttcgaaagaa agcagagtca tttgcccaag agatgttcct tgagccaaac 
360 

cagggtaaaa agacaaagcc cccctttggg cggcagagtt ccatccttga tcagcagtta 
420 

gctttagacg aaaatgcaaa actcacccag caacttgaag aagagagaat tcagcatcaa 
480 

caaaaggtca aagaattaga agagcaacta gaaaatgaaa cactccacaa agaaatacac 
540 

aacctcaaac agcaactgga gcttctagag gaagataaaa aggaattgga attgaaatat 
600 

cagaattctg aagagaaagc cagaaattta aagcactctg ttgatgaact ccagaaacga 
660 

gtgaaccagt ctgagaattc agtacctcca ccacctcctc ctccaccacc acttccccct 
720 

ccacctccca atcctatccg atccctcatg tccatgatcc ggaaacgatc ccaccccagt 
780 

ggcagtggtg ctaagaaaga aaaggcaact caaccagaaa caactgaaga agtcacagat 
840 

ctaaagaggc aagcagttga agagatgatg gatagaatta aaaagggagt tcatcttaga 
900 

cccgttaatc agacagccag accgaagaca aagccagaat cttcgaaagg ctgcgaaagt 
960 

gcagtggatg aactaaaagg aatactgggg acacttaaca aatccactag ttcaagaagc 
1020 

ttaaaatccc ttg.accctga aaacagtgaa actgagttag aaaggatttt gcgtcgcaga 
1080 

aaggtgacag cagaagcaga tagcagtagt ccaactggga tattagccac ctcagagtcc 
1140 
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aaatccatgc cagtgttggg ttctgtatcc agtgtaacaa aaacagcctt gaacaagaaa 
1200 

actctggagg cagaattcaa cagcccgtcc cccccaacac ctgagccagg tgaagggccc 
1260 

cgtaaattgg aaggatgcac aagttccaag gttacgtttc agtaagtaac gatgctcttt 
1320 

actaagtggt gtatagaaga atctgtaatg actaacttgt gtgtttcttt gatttgtttc 
1380 

ctttagagag attttgattg gctcgccggt aaattctctt cttcttttca tttgatgggc 
1440 

cagctttttc attctaggct cctagataag agatctaatt aagatccaaa gcaagtacca 
1500 

tgtacaaaga gaattacttc ccctaaactg gtttggtaat caggttctta tacacaaata 
1560 ~ 
attgatctgg atgatacaga ctctgcag 
1588 

<210> 4232 

<211> 434 

<212> PRT 

<213> Homo sapiens 



<400> 4232 



xaa 


Thr Thr Asp Thr Asp Gly Ala 


Ala 


Glu 


Thr 


Cys 


Val 


Ser 


Val 


Gin 


l 








5 










10 










15 




Cys 


Gin 


Lys 


Gin 


lie 


Lys 


Glu 


Leu 


Arg 


Asp 


Gin 


He 


Val 


Ser 


Val 


Gin 






20 










25 










30 






Glu 


Glu 


Lys Lys 


He 


Leu 


Ala 


He 


Glu 


Leu 


Glu 


Asn 


Leu 


Lys 


Ser 


Lys 






35 










40 










45 








Leu 


Val 


Glu 


Val 


He 


Glu 


Glu 


val 


Asn 


Lys 


Val 


Lys 


Gin 


Glu 


Lys 


Thr 




50 










55 










60 










Val 


Leu 


Asn 


Ser 


Glu 


Val 


Leu 


Glu 


Gin 


Arg 


Lys 


val 


Leu 


Glu 


Lys 


Cys 


65 










70 










75 










80 


Asn 


Arg 


Val 


Ser 


Met 


Leu 


Ala 


Val 


Glu 


Glu 


Tyr 


Glu 


Glu 


Met 


Gin 


Val 








85 










90 










95 




Asn 


Leu 


Glu 


Leu 


Glu 


Lys 


Asp 


Leu 


Arg 


Lys 


Lys 


Ala 


Glu 


Ser 


Phe 


Ala 








100 










105 










110 






Gin 


Glu 


Met 


Phe 


Leu 


Glu 


Pro Asn Gin Gly Lys 


Lys 


Thr 


Lys 


Pro 


Pro 






115 










120 










125 








Phe 


Gly Arg 


Gin 


Ser 


Ser 


lie 


Leu Asp 


Gin 


Gin 


Leu 


Ala 


Leu 


Asp 


Glu 




130 










135 










140 










Asn 


Ala 


Lys 


Leu 


Thr 


Gin 


Gin 


Leu 


Glu 


Glu 


Glu 


Arg 


He 


Gin 


His 


Gin 


145 








150 










155 










160 


Gin 


Lys 


Val 


Lys 


Glu 


Leu 


Glu 


Glu 


Gin 


Leu 


Glu 


Asn 


Glu 


Thr 


Leu 


His 






165 










170 










175 




Lys 


Glu 


lie 


His 


Asn 


Leu 


Lys 


Gin 


Glri 


Leu 


Glu 


Leu 


Leu 


Glu 


Glu 


Asp 






180 










185 










190 






Lys 


Lys 


Glu 


Leu 


Glu 


Leu 


Lys 


Tyr 


Gin 


Asn 


Ser 


Glu 


Glu 


Lys 


Ala 


Arg 




195 










200 










205 








Asn 


Leu 


Lys 


His 


Ser 


Val 


Asp 


Glu 


Leu 


Gin 


Lys 


Arg 


Val 


Asn 


Gin 


Ser 




210 










215 










220 










Glu 


Asn 


Ser 


Val 


Pro 


Pro 


Pro 


Pro 


Pro 


Pro 


Pro 


Pro 


Pro 


Leu 


Pro 


Pro 


225 










230 










235 










240 


Pro 


Pro 


Pro 


Asn 


Pro 


He 


Arg 


Ser 


Leu 


Met 


Ser 


Met 


He 


Arg 


Lys 


Arg 
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245 250 255 

Ser His Pro Ser Gly Ser Gly Ala Lys Lys Glu Lys Ala Thr Gin Pro 

260 265 270 

Glu Thr Thr Glu Glu Val Thr Asp Leu Lys Arg Gin Ala Val Glu Glu 

275 280 285 

Met Met Asp Arg lie Lys Lys Gly Val His Leu Arg Pro Val Asn Gin 

290 295 300 

Thr Ala Arg Pro Lys Thr Lys Pro Glu Ser Ser Lys Gly Cys Glu Ser 
305 310 315 320 

Ala Val Asp Glu Leu Lys Gly lie Leu Gly Thr Leu Asn Lys Ser Thr 

325 330 335 

Ser Ser Arg Ser Leu Lys Ser Leu Asp Pro Glu Asn Ser Glu Thr Glu 

340 . 345 ' 350 

Leu Glu Arg lie Leu Arg Arg Arg Lys Val Thr Ala Glu Ala Asp Ser 

355 360 365 

Ser Ser Pro Thr Gly lie Leu Ala Thr Ser Glu Ser Lys Ser Met Pro 

370 375 380 

Val Leu Gly Ser Val Ser Ser Val Thr Lys Thr Ala Leu Asn Lys Lys 
385 390 , - ' 395 . 400 

Thr Leu Glu Ala Glu Phe Asn Ser Pro Ser Pro Pro Thr Pro Glu Pro 

405 410 415 

Gly Glu Gly Pro Arg Lys Leu Glu Gly Cys Thr Ser Ser Lys Val Thr 
420 425 430 

Phe Gin 



<210> 4233 
<211> 2827 
<212> DNA 

<213> Homo sapiens 
<400> 4233 

ggatccctga aaggagacca tatactgtac catttgatac tcatttgggg cattatattt 
60 

atatcccatc aagacaagat tccaggaggg ggaatcactt gcaaggtcca cacaagtccg 
120 

cctatgtact ctctggatcg aatatttgct ggatttcgaa cacgaagtca gatgctgttg 
180 

ggtcacatag aagaacaaga taaggtcctc cactgccaat tttctgataa cagtgatgat 
240 

gaagaatcag aaggccaaga gaaatctgga actagatgta gaagtcgttc atggattcag 
300 

aagccagact ctgtttgttc ccttgttgaa ttgagtgata ctcaggatga aacacaaaag 
360 

tcagatttgg agaatgaaga tttaaagatt gattgtctcc aggagagtca agaattgaat 
420 

ttgcaaaaat taaagaattc agaacgcata cttactgaag ccaaacaaaa aatgagagaa 
480 

cttacagtta acatcaagat gaaggaagat ctgattaaag aattaataaa aacaggtaac 
540 . 
gatgccaagt ctgtaagcaa gcagtatact ttgaaagtaa caaagctaga gcatgatgca 

600 

gaacaggcaa aagtcgaact aactgaaaca caaaagcagc tacaggagct ggaaaacaaa 
660 
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gatctttctg atgttgcaat gaaggtaaaa ttacagaaag agtttcgtaa aaaggtggat 

720 \ . • 

gctgcaaagc tgagagttca ggtcttacag aagaagcaac aagatagtaa gaaactggca 

780 

tcactgtcaa tccaaaatga gaaacgtgct aatgaactag agcagagtgt agatcacatg 
840 

aaatatcaaa agatacagct acaaagaaaa ctacgagaag aaaatgaaaa aaggaagcaa 
900 

ctggatgcag taattaagcg ggaccagcaa aaaatcaaag taatacaatt aaaaacagga 
960 

caggaagaag gtctaaaacc gaaagctgag gaccttgatg catgtaactt gaaaaggaga 
1020 

aaaggttcgt ttggaagtat agaccatctc cagaaattgg atgagcaaaa gaaatggtta 
1080 

gatgaagaag tagagaaagt tctgaaccaa cgccaagaat tagaggagct ggaagcagac 
1140 , / 

ttaaagaaac gggaggccat agtttctaag aaggaggctc tgttacagga gaagagtcac 
1200 

ctggaaaata agaaattgag atctagtcag gccttaaaca cagatagttt gaaaatatca 
1260 

actcgcctga acttactgga acaagagttg tctgaaaaga atgtgcagct ccagaccagt 
1320 

acagctgagg agaaaacaaa gatttcagaa caagttgaag tcctccagaa agaaaaggat 
1380 

cagctccaga aacgcagaca cgatgtggat gaaaaactta aaaatggtag agtgttatca 
1440 

cctgaagaag aacatgttct tttccaactt gaagaaggga tagaagcttt ggaagctgca 
1500 

attgaataca ggaatgaaag tatccagaat cgccagaagt cacttagagc atcattccat 
1560 

aacctctctc gtggtgaagc aaatgtcttg gaaaagctag cttgcctgag tcctgttgag 
1620 

attagaacta ttcttttcag atatttcaat aaggtggtga atttgcgaga agctgaacgg 
1680 

aaacaacagt tatataatga agaaatgaaa atgaaagttc tggaacggga taatatggtt 
1740 

cgtgaattag aatctgcact ggaccatcta aaattgcagt gtgaccggag actgaccctc 
1800 

cagcaaaagg' aacacgaaca aaagatgcag ttgctattac atcatttcaa agaacaagat 
1860 

ggagaaggca ttatggaaac tttcaaaaca tatgaagata aaatccagca gttggaaaaa 
1920 

gatctttatt tctataagaa aaccagccgg gatcataaga agaaacttaa ggaactggta 
1980 

ggggaagcaa ttcggcggca actagcatca tcagagtatc aagaggctgg agatggagtc 
2040 

ctgaagccag aaggaggagg catgctttca gaagaattaa aatgggcatc cagacctgaa 
2100 

agtatgaaat taagtggaag agaaagagaa atggacagtt cagcaagcag cttaagaaca 
2160 

cagccaaatc ctcaaaagct ctgggaagat atcccagaat tacctccaat tcatagttct 
2220 

ttagcacccc ccagtgggca tatgttaggt aatgagaata aaacagaaac agatgataat 
2280 
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cagtttacaa aatctcacag tcgactgtea tcccaaattc aggttgtggg aaatgtggga 
2340 

cgacttcatg gtgtcacacc tgtaaaactg tgtcgaaaag aattacgtca aatttccgcc 
2400 

ttggaactat cattgcgacg ttccagtctt ggagttggca ttggatcaat ggctgctgat 
2460 

tccatcgaag tatctaggaa accaagggac ttaaaaactt agacattgaa taatagaact 
2520 . 

tttagtagat atgtaaaaag attccttttt ctaacctgtt aaaaactaaa gctcaagttc 
2580 

actacctctt tcctcagaat aaaggaagaa ggggaggaag gaatccctaa ttcttttata 
2640 

tgctatagat gtgtacatct tctatatata tttggggagt tttagtttat attcccatag 
2700 

taatcaaaca tgttttccaa tacttgataa catttaaata tttataaata cgcttaaatg 
2760 

tttttccagg catatttgaa gattaaaact agtaatagac taaaaaaaaa aaaaaaaaaa 
2820 

aaaaaag . . r 

2827 

<210> 4234 
<211> 833 
<212> PRT 

<213> Homo sapiens 

<400> 4234 \ 

Gly Ser Leu Lys Gly Asp His lie Leu Tyr His Leu lie Leu lie Trp 

1 5 10 15 

Gly lie He Phe lie Ser His Gin Asp Lys lie Pro Gly Gly Gly He 

20 25 30 

Thr Cys Lys Val His Thr Ser Pro Pro Met Tyr Ser Leu Asp Arg He 

35 40 45 

Phe Ala Gly Phe Arg Thr Arg Ser Gin Met Leu Leu Gly His He Glu 

50 55 60 

Glu Gin Asp Lys Val Leu His Cys Gin Phe Ser Asp Asn Ser Asp Asp 
65 70 75 80 

Glu Glu Ser Glu Gly Gin Glu Lys Ser Gly Thr Arg Cys Arg Ser Arg 

85 90 95 

Ser Trp He Gin Lys Pro Asp Ser Val Cys Ser Leu Val Glu Leu Ser 

100 105 110 

Asp Thr Gin Asp Glu Thr Gin Lys Ser Asp Leu Glu Asn Glu Asp Leu 

115 120 125 

Lys He Asp Cys Leu Gin Glu Ser Gin Glu Leu Asn Leu Gin Lys Leu 

130 135 140 

Lys Asn Ser Glu Arg lie Leu Thr Glu Ala Lys Gin Lys Met Arg Glu 
145 150 155 160 

Leu Thr Val Asn He Lys Met Lys Glu Asp Leu He Lys Glu Leu He 

165 170 175 

Lys Thr Gly Asn Asp Ala Lys Ser Val Ser Lys Gin Tyr Thr Leu Lys 

180 185 190 

Val Thr Lys Leu Glu His Asp Ala Glu Gin Ala Lys Val Glu Leu Thr 

195 200 205 

Glu Thr Gin Lys Gin Leu Gin Glu Leu Glu Asn Lys Asp Leu Ser Asp 
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210 215 . 220 

Val Ala Met Lys Val Lys Leu Gin Lys Glu Phe Arg Lys Lys Val Asp 
225 230 235 " 240 

Ala Ala Lys Leu Arg Val Gin Val Leu Gin Lys Lys Gin Gin Asp Ser 

245 250 255 

Lys Lys Leu Ala Ser Leu Ser lie Gin Asn Glu Lys Arg Ala Asn Glu 

260 265 270" 

Leu Glu Gin Ser Val Asp His Met Lys Tyr Gin Lys lie Gin Leu Gin 

275 280 285 

Arg Lys Leu Arg Glu Glu Asn Glu Lys Arg Lys Gin Leu Asp Ala Val 

290 1 295 300 

lie Lys Arg Asp Gin Gin Lys lie Lys Val lie Gin Leu Lys Thr Gly 
305 310 315 320 

Gin Glu Glu Gly Leu Lys Pro Lys Ala Glu Asp Leu Asp Ala Cys Asn 

325 330 ' 335 

Leu Lys Arg Arg Lys Gly Ser Phe Gly Ser lie Asp His Leu Gin Lys 

340 345 350 

Leu Asp Glu Gin Lys Lys Trp Leu Asp Glu Glu Val Glu Lys Val Leu ' 

355 360 365 

Asn Gin Arg Gin Glu Leu Glu Glu Leu Glu Ala Asp Leu Lys Lys Arg 

370 375 380 

Glu Ala lie Val Ser Lys Lys Glu Ala Leu Leu Gin Glu Lys Ser His 
385 390 395 400 

Leu Glu Asn' Lys Lys Leu Arg Ser Ser Gin Ala Leu Asn Thr Asp Ser 

405 410 415 

Leu Lys lie Ser Thr Arg Leu Asn Leu Leu Glu Gin Glu Leu Ser Glu 

420 425 . 430 

Lys Asn Val Gin Leu Gin Thr Ser Thr Ala Glu Glu Lys Thr Lys lie 

435 440 445 

Ser Glu Gin Val Glu Val Leu Gin Lys Glu Lys Asp Gin Leu Gin Lys 

450 455 460 

Arg Arg His Asp Val Asp Glu Lys Leu Lys Asn Gly Arg Val Leu Ser. 
465 470 475 480 

Pro Glu Glu Glu His Val Leu Phe Gin Leu Glu Glu Gly lie Glu Ala 

485 490 495 

Leu Glu Ala Ala lie Glu Tyr Arg Asn Glu Ser lie Gin Asn Arg Gin 

500 505 510 

Lys Ser Leu Arg Ala Ser Phe His Asn Leu Ser Arg Gly Glu Ala Asn 

. 515 520 525 

Val Leu Glu Lys Leu Ala Cys Leu Ser Pro Val Glu lie Arg Thr lie 

530 535 540 

Leu Phe Arg Tyr Phe Asn Lys Val Val Asn- Leu Arg Glu Ala Glu Arg 
545 550 555 560 

Lys Gin Gin Leu Tyr Asn Glu Glu Met Lys Met Lys Val Leu Glu Arg 

565 ; 570 575 

Asp Asn Met Val Arg Glu Leu Glu Ser Ala Leu Asp His Leu Lys Leu 

580 585 590 

Gin Cys Asp Arg Arg Leu Thr Leu Gin Gin Lys Glu His Glu Gin Lys 

595 600 605 

Met Gin Leu Leu Leu His His Phe Lys Glu Gin Asp Gly Glu Gly He 

610 615 620 

Met Glu Thr Phe Lys Thr Tyr Glu Asp Lys lie Gin Gin Leu Glu Lys 
625 1 630 635 640 

Asp Leu Tyr Phe Tyr Lys Lys Thr Ser Arg Asp His Lys Lys Lys Leu 
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645 650 655 

Lys Glu Leu Val Gly Glu Ala^ He Arg Arg Gin Leu Ala Ser Ser Glu 

660 665 670 

Tyr Gin Glu Ala Gly Asp Gly Val Leu Lys Pro Glu Gly Gly Gly Met 

675 680 685 

Leu Ser Glu Glu Leu Lys Trp Ala Ser Arg Pro Glu Ser Met Lys Leu 

690 695 700 

Ser Gly Arg Glu Arg Glu Met Asp Ser Ser Ala Ser Ser Leu Arg Thr 
705 710 ^ 715 720 

Gin Pro. Asn Pro Gin Lys Leu Trp Glu Asp He Pro Glu Leu Pro Pro 

725 730 735 

He His Ser Ser Leu Ala Pro Pro Ser Gly His Met Leu Gly Asn Glu 

740 745 750 

Asn Lys Thr Glu Thr Asp Asp Asn Gin Phe Thr Lys Ser His Ser Arg 

755 760 765 

Leu Ser Ser Gin He Gin Val Val Gly Asn Val Gly Arg Leu His Gly 

770 775 780 

Val Thr Pro Val Lys Leu Cys Arg Lys Glu Leu Arg Gin He Ser Ala 
785 790 795 800 

Leu Glu Leu Ser Leu Arg Arg Ser Ser Leu Gly Val Gly He Gly Ser 

805 810 815 

Met Ala Ala Asp Ser He Glu Val Ser Arg Lys Pro Arg Asp Leu Lys 
820 825 830 

Thr 



<210> 4235 
<211> 971 
<212> DNA 

<213> Homo sapiens 

<400> 4235 , 
ngacagcgag cgggggcgac ttgccaataa agttaggctc caacagctgc tgttgccacc 
60 

accactagtt caagcaccat gcagtttacc tcaatatcaa attctttgac ctccactgct 
120 

gctattgggc tctcatttac aacttcaacg actaccaccg ccactttcac caccaacact 
180 

actaccacaa tcaccagtgg ctttactgtg aaccaaaacc aactgt^atc aagagggttt 
240 

gaaaaccttg taccttatac ttcaactgtt agtgtagtag caactcctgt gatgacatat 
300 

ggtcatctgg agggtcttat aaatgagtgg aaccttgagc tggaagatca agagaagtac 
360 

tttcttctcc aggccactca ggtcaatgct tgggaccata cattgattga gaatggtgag 
420 

atgattcgta ttttacatgg . agaagtgaac aaagtgaaac tggatcagaa aagattggaa 
480 

caagaattgg attttatcct gtcacagcag caggaactag aatttctgtt gacttattta 
540 

gaggagtcta cgcgtgacca gagtggactt cattatctgc aggatgcaga tgaggagcat 
600 

gtggagatct ccaccagatc tgcagaattc tgaatgccca tatggactcc ctgcagtgga 

660 4> 
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ttgatcggaa ttcaggcatg ctgcgaagga aggtagaagt ggtaacacgg gttttcgagg 

attatcgtca cgaggagcat gcacacaatg tcaacactgc tttttagtga atgaccatat 

cttcagcatg tcgtttctgg attattacct acaaattctg atgttaaata gagtagtatt 

titacttaat atttcatctt gatcataatg aattgtgcat cctttttttc atttaagtat 

tgtactgttg agaattatac cttagttttg tttttagtat tagaaaatca aaattatact 
960 

agcccctttg t . 
971 

<210> 4236 
<211> 198 
<212> PRT 

<213> Homo sapiens 

<400> 4236 , _._ 

Ala Pro Thr Ala Ala Val Ala Thr Thr Thr Ser Ser Ser Thr Met Gin 

! 5 10 15 

Phe Thr Ser He Ser Asn Ser Leu Thr Ser Thr Ala Ala He Gly Leu 

20 25 30 

Ser Phe Thr Thr Ser Thr Thr Thr Thr Ala Thr Phe Thr Thr Asn Thr 

35 40 45 

Thr Thr Thr He Thr Ser Gly Phe Thr Val Asn Gin Asn Gin Leu Leu 

50 55 60 

Ser Arg Gly Phe Glu Asn Leu Val Pro Tyr Thr Ser Thr Val Ser Val 

Val Ala Thr Pro Val Met Thr Tyr Gly His Leu Glu Gly Leu He Asn 

85 90 95 , 

Glu Trp Asn Leu Glu Leu Glu Asp Gin Glu Lys Tyr Phe Leu Leu Gin 

100 105 HO 

Ala Thr Gin Val Asn Ala Trp Asp His Thr Leu He. Glu Asn Gly Glu 

115 120 -125 

Met He Arg lie Leu His Gly Glu Val Asn Lys Val Lys Leu Asp Gin 

130 135 140 

Lvs Arg Leu Glu Gin Glu Leu Asp Phe He Leu Ser Gin Gin Gin Glu 
150 155 160 

Leu Glu Phe Leu Leu Thr Tyr Leu Glu Glu Ser Thr Arg Asp Gin Ser. 

165 170 "5 

Gly Leu His Tyr Leu Gin Asp Ala Asp Glu Glu His Val Glu He Ser 

180 185 190 

Thr Arg Ser Ala Glu Phe 
195 

<210> 4237 
<211> 560 
<212> DNA 

<213> Homo sapiens 

<400> 4237 

cccaggtggc aggctgctgg tggtccctgt ccatgctgtc gacacgcctc acgctgctgc 
60 
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tgatggtggc cacaccagcc ctgatgggag tgggcaccct gatgggctca ggcctccgaa 
120 

aattgtctcg ccagtgtcag gagcaggtac cggcattcct ggccatcctc ttcaccctcc 
180 

ccacaccgtt tctctttcca' ct'ccceggaa ctcctccctg tccccatcct ggactccttg 
240 

tcctgttttt "tggactcctt gtcctgtttc . ctggactcct tgcagatcgc cagggcaatg 
300 

ggcgtagcag acgaggccct gggcaatgtg cggactgtgc gtgccttcgc catggagcaa 
360 

cgggaagagg agcgctatgg ggcagagctg gaagcctgcc gctgccgagc agaggagctg 
420 

ggccgcggca tcgccttgtt ccaagggctt tccaacatcg ccttcaactg tgagtgagcc 
480 . 

atttgggggc tggaggggcg cttgtgggct ggggaggagc tgggagcagc caaggcaggc 
540 

aaggccctcc cttcacgcgt 
560 

<210> 4238 

<211> 124 

<212> PRT 

<:213> Homo sapiens 

<400> 4238 



Trp 


Ala Gin Ala 


Ser 


Glu 


Asn 


Cys 


Leu 


Ala 


Ser 


Val 


Arg 


Ser 


Arg 


Tyr 


1 




5 










10 










15 




Arg 


His Ser Trp 


Pro 


Ser 


Ser 


Ser 


Pro 


Ser 


Pro 


His 


Arg 


Phe 


Ser 


Phe 


20 










25 










30 






His 


Ser Pro Glu 
35 


Leu 


Leu 


Pro 


Val 
40 


Pro 


He 


Leu 


Asp 


Ser 
45 


Leu 


Ser 


Cys 


Phe 


Leu Asp Ser 
50 


Leu 


Ser 


Cys 
55 


Phe 


Leu 


Asp 


Ser 


Leu 
60 


Gin 


He 


Ala 


Arg 


Ala 


Met Gly Val 


Ala 


Asp 


Glu 


Ala 


Leu Gly 


Asn 


Val 


Arg 


Thr 


Val 


Arg 


65 






70 










75 










80 


Ala 


Phe Ala Met 


Glu Gin 


Arg 


Glu 


Glu 


Glu 


Arg 


Tyr 


Gly 


Ala 


Glu 


Leu 






85 










90 










95 




Glu 


Ala Cys Arg 


Cys 


Arg 


Ala 


Glu 


Glu 


Leu 


Gly Arg 


Gly 


He 


Ala 


Leu 




100 










105 










110 






Phe 


Gin Gly Leu 
115 


Ser 


Asn 


He 


Ala 
120 


Phe 


Asn 


Cys 


Glu 











<210> 4239 

<211> 3127 

<212> DNA 

<213> Homo sapiens 



<4Q0> 4239 

nngaaagggg aaggggagtt gggagaggca cctcaacttt gatgtcccga gccttgagtg 
60 

gccactcgca agctggccaa gggcttcaca caatttgcca agatgacaga ggggaccaag 
120 

aagaccagca aaaagttcaa gttcttcaag ttcaagggct ttgggagtct ctccaacctc 
180 
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cctcggtcct tcactctgag acgatcctca gcttccatca gtaggcagtc ccatttggag 
240 - • • 

cctgacacct ttgaagccac gcaggatgac atggtgacgg tgcccaagag tcccccagcc 
300 

tatgcccgct ccagtgacat gtacagccac atgggcacca tgcctcgccc cagcatcaag 
360 

aaagcacaga actcacaggc tgcccggcag gcccaggagg cgggtcccaa gcccaacttg 
420 

gtacccggag gtgtacccga ccccccaggc ttggaggcag ccaaagaggt gatggtgaag 
480 

gccactggcc ctctagagga caccccagca atggaaccca acccttcagc agtggaggta 
540 

gaccccatca gaaagcctga ggtccccaca ggagacgtag aagaggagag acctcccagg 
600 ' ' 

gacgtgcact cagaaagggc tgctggagag ccagaggctg gcagcgacta tgtgaagttc 
660 

tccaaggaga agtacatcct ggactcatcg ccagagaaac tccacaagga attggaggag 

720 . , 

gagctcaaac tcagcagcac ggatctccgc agccatgcct ggtaccatgg ccgcatcccc 

780 

cgagaggtct cggagacctt ggtacaacgc aacggcgact tcctcatccg ggactcactc 
840 

accagcctgg gcgactatgt gctcacgtgc cgctggcgca accaggcctt gcacttcaag 
900 

afccaacaagg tggtggtgaa ggcaggcgag agctacacac acatccagta cctgtttgag 
960 

caggagagct ttgaccacgt gcccgccctc gtgcgctatc atgtgggcag ccgcaaggct 
1020 

gtgtcagagc agagtggtgc catcatctac tgcccggtga accgcacctt cccactgcgc 
1080 

tacctcgaag ccagctatgg cctgggacag gggagtagca agcctgctag ccccgtcagc 
1140 

ccctcaggcc ccaagggcag ccacatgaag cggcgcagcg tcaccatgac cgatgggctc 
1200 

actgctgaca aggtcacccg cagcgatggc tgccccacca gtacgtcgct gccccgccct 
1260 . 
! cgggactcca tccgcagctg tgccctcagc atggaccaga tcccagacct gcactcaccc 

1320 

atgtcgccca tctccgagag ccctagctcc cctgcctaca gcactgtaac ccgtgtccat 
1380 

gccgcccctg cagccccttc tgccacagca ttgcctgcct cccctgtcgc ccgctgttcc 
1440 

agtgagcccc agctgtgtcc cggaagtgcc ccaaagaccc atggggagtc agacaagggc 
1500 

ccccacacca gcccctccca cacccttggc aaggcctccc cgtcaccatc actcagcagc 
1560 - 

tacagtgacc cggactctgg ccactactgc cagctccagc ctcccgtgcg tggcagccga 
1620 

gagtgggcag cgactgagac ctccagccag caggccagga gctatgggga gaggctaaag 
1680 

gaactgtcag aaaatggggc ccctgaaggg gactggggca agaccttcac agtccrccatc 
1740 

gtggaagtca cttcttcctt caacccggcc accttccagt cactactgat ccccagggat 
1800 



3430 



WO 00/58473 . . . . . .... PCT/USOO/08621 



aaccggccac tggaggtggg ccttctgcgc aaggtcaagg agctgctggc agaagtggat 
gcccggacgc tggcccggca tgtcaccaag gtggactgcc tggttgctag gatactgggc 

gttaccaagg agatgcagac. cctaatggga gtccgctggg gcatggaact gctcaccctc 

198 0 

ccccatggcc ggcagctacg cctagacctg ctggaaaggt tccacaccat gtccatcatg 

2040 * ^ _ 

ctggccgtgg acatcctggg ctgcaccggc tctgcggagg agcgggcagc gctgctgcac 

2100 ^ 
aagaccattc agctggcggc cgagctacgg gggactatgg gcaacatgtt cagcttcgcg 

gjggtcatgg gtgccctgga catggctcag atttctcggc tggagcagac atgggtgacc 

ctgcggcagc gacacacaga gggtgccatc ctgtacgaga agaagctcaa gccttttctc 

aagagcctca acgagggcaa agaaggcccg ccgctgagca acaccacgtt tcctcatgtg 

ctgcccctca tcaccctgct ggagtgtgac tcggccccac cagagggccc tgagccctgg 

2400 _ 
ggcagcacgg agcacggcgt ggaggtggtg ctggctcacc tggaggccgc ccgcacagtg 

2460 ^ • 

gcacaccacg gaggcctgta ccacaccaat gctgaagtca agctgcaggg gttccaggcc 

2520 " 
cggccggagc tcctggaggt gttcagcacg gagttccaga tgcgccttct ctggggcagt 

2580 _ 
cagggtgcca gcagcagcca ggcccggcgc tatgagaagt tcgacaaggt cctcactgcc 

2640 

ctgtcccaca agctggaacc tgctgtccgc tccagcgagc tgtgacccca gggacatttc 
2700 

ccctctgcag ctgcggacag cgtcaggggc agaggggcac acaactttcc ccagagcacc 

ccaaggacac tgtgatcaac ccgagaatgt tctgggttca actcaagcat ctcccttgca 

2820 4_ 
cctccagggt cctgcgtgga ctctgggttc catcccacct gctacatgct caccaggtct 

ccattgagga agaacaggaa cgccggttcc cccaccagct tttgctgctc cccttcctgc 

2940 ^ _ _ 

tggggttccc tgttttcgag ccatgggagg caggctgctc acgcctcctc actctctgtc 

3000 

tgtccctcac caacaccaag gcctccatct cactgtaaat aagtctctgt tctgtaaata 
3060 

gatgtacaga agccatgtta tttctttcat ataataaact tttatgactc tttaaaaaaa 

3120 

aaaaaaa 

3127 

<210> 4240 

<211> 860 

<212> PRT 

<213> Homo sapiens 

Met°Th^ 2 Glu Gly Thr Lys Lys Thr Ser Lys Lys Phe Lys Phe Phe Lys 
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1 5 10 15 

Phe Lys Gly Phe Gly Ser Leu Ser Asn Leu Pro Arg Ser Phe Thr Leu 

20 - 25 30 

Arg Arg Ser Ser Ala Ser lie Ser Arg Gin Ser His Leu Glu Pro Asp 

35 40 45 

Thr Phe Glu Ala Thr Gin Asp Asp Met Val Thr .Val Pro Lys Ser Pro 

50 55 60 

Pro Ala Tyr Ala Arg Ser Ser Asp Met Tyr Ser His Met Gly Thr Met 
65 70 75 80 

Pro Arcr Pro Ser He Lys Lys Ala Gin Asn Ser Gin Ala Ala Arg Gin 

85 90 . 95 

Ala Gin Glu Ala Gly Pro Lys Pro Asn Leu Val Pro Gly Gly Val Pro 

100 105 110 

Asp Pro Pro Gly Leu Glu Ala Ala Lys Glu Val Met Val Lys Ala Thr 

115 120 125 

Gly Pro . Leu Glu Asp Thr Pro Ala Met Glu Pro Asn Pro Ser Ala Val 

130 135 140 

Glu Val Asp Pro lie Arg Lys Pro Glu Val Pro Thr Gly Asp Val Glu 
145 150 155 160 

Glu Glu Arg Pro Pro Arg Asp Val His Ser Glu Arg Ala Ala Gly Glu 

165 170 175 

Pro Glu Ala Gly Ser Asp Tyr Val Lys Phe Ser Lys Glu Lys Tyr He 

180 185 190 

Leu Asp Ser Ser Pro Glu Lys Leu His Lys Glu Leu Glu Glu Glu Leu 

19 5 200 205 

Lys Leu Ser Ser Thr Asp Leu Arg Ser His Ala Trp Tyr His Gly Arg 

210 215 220 

He Pro Arg Glu Val Ser Glu Thr Leu Val Gin Arg Asn Gly Asp Phe 
225 230 235 240 

Leu lie Arg Asp Ser Leu Thr Ser Leu Gly Asp Tyr Val Leu Thr Cys 

245 250 255 

Arg Trp Arg Asn Gin Ala Leu His Phe Lys lie Asn Lys Val Val Val 

260 265 270 

Lys Ala Gly Glu Ser Tyr Thr His He Gin Tyr Leu Phe Glu Gin Glu 

275 280 285 

Ser Phe Asp His Val Pro Ala Leu Val Arg Tyr His Val Gly Ser Arg 

290 295 300 

Lys Ala Val Ser Glu Gin Ser Gly Ala lie He Tyr Cys Pro Val Asn 
305 310 315 320 

Arg Thr Phe Pro Leu Arg Tyr. Leu Glu Ala Ser Tyr Gly Leu Gly Gin 

325 330 335 

Gly Ser Ser Lys Pro Ala Ser Pro Val Ser Pro Ser Gly Pro Lys Gly 

340 345 350 

Ser His Met Lys Arg Arg Ser Val Thr Met Thr Asp Gly Leu Thr Ala 

355 360 . 365 

Asp Lys Val Thr Arg Ser Asp Gly Cys Pro Thr Ser Thr Ser Leu Pro 

370 375 380 

Arg Pro Arg Asp Ser lie Arg Ser Cys Ala Leu Ser Met Asp Gin lie 
385 390 395 400 

Pro Asp Leu His Ser Pro Met Ser Pro He Ser Glu Ser Pro Ser Ser 

405 410 415 

Pro Ala Tyr Ser Thr Val Thr Arg Val His Ala Ala Pro Ala Ala Pro 

420 425 430 

Ser Ala Thr Ala Leu Pro Ala Ser Pro Val Ala Arg Cys Ser Ser Glu 
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A ~K ^ 

T -J J 










44 0 






445 








Pro 




Leu 


uyt> 


Pro Gly 


Ser 


Ala Pro Lys 


Thr 


His 


Gly Glu Ser Asp 




4 50 










455 






460 










Lys 


Gly 


Pro 


His 


Thr 


Ser 


Pro 


Ser His Thr 


Leu 


Gly Lys 


Ala 


Ser 


Pro 












470 






475 










480 


Ser 


Pro 


Ser 


Leu 


Ser 


Ser 


Tyr 


Ser Asp Pro 


Asp 


Ser Gly His 


Tyr 


Cys 










4 85 






490 










495 




VjJ.Il 


Leu 


Gin 


Pro 


Pro 


Val 


Arg Gly Ser Arg 


Glu 


Trp 


Ala 


Ala 


Thr 


Glu 
















505 








510 






Thr 


Cot" 


Car 
Del 


m n 


Gin 


Ala 


Arg 


Ser Tyr Gly Glu 


Arg 


Leu 


Lys 


Glu 


Leu 






DID 










£ *3 C\ 






525 








Ser 


D.JU 


Asn 


vji y 


Ala 


Pro 


Glu 

c-ic 
JJ J 


Gly Asp Trp 


Gly 


Lys 
540 


Thr 


Phe 


Thr 


Val 


Pro 


lie 


vdl 


ulU 


Val 


Thr 


Ser 


Ser Phe Asn 


Pro 


Ala 


Thr 


Phe 


Gin 


Ser 


54 b 










550 






555 










560 


Leu 


Leu 


He 


Pro 


Arg 


Asp 


Asn 


Arg Pro Leu 


Glu 


Val 


Gly 


Leu 


Leu Arg 










565 






570 










575 




Lys 


Val 


Lys 


Glu 
580 


Leu 


Leu 


Ala 


Glu Val Asp 
585 


Ala 


Arg 


Thr 


Leu 
590 


Ala 


Arg 


His 


Val 


Thr 


Lys 


Val 


Asp 


Cys 


Leu Val Ala 


Arg 


He 


Leu Gly Val 


Thr 






c o c 










600 






605 








Lys 


\j J.U 


i v ie c 


o J. 11 


Thr 


Leu 


Met 


Gly val Arg 


Trp 


Gly Met 


Glu 


Leu 


Leu 




610 










O J.D 






620 










TViv 

inr 


Leu 


Pro 


SI ± t> 


Gly Arg 


Gin 


Leu Arg Leu 


Asp 


Leu Leu Glu Arg 


Phe 


625 










63 0 






635 










640 


His 


Thr 


Met 


Ser 


He 


Met 


Leu 


Ala Val Asp 


He 


Leu Gly Cys Thr Gly 










645 






650 










655 




Ser 


Ala 
Aid 


ulU 


Vj JL U. 

C C A 
DO U 


Arg 


Ala 


Ala 


Leu Leu His 
665 


Lys 


Thr 


He 


Gin 
670 


Leu 


Ala 


Ala 


Glu 


Leu 

c n c 
b / b 


Arg 


Gly 


Thr 


Met 


Gly Asn Met 
680 


Phe 


Ser 


Phe 
685 


Ala 


Ala 


val 


rieu 


£T Q n 




Leu 


Asp 


Met 


Ala 
695 


Gin He Ser 


Arg 


Leu 
700 


Glu 


Gin 


Thr 


Trp 


Val 


Thr 


Leu 


Arg 


Gin 


Arg 


His 


Thr Glu Gly Ala 


He 


Leu 


Tyr 


Glu 


Lys 












710 






715 










720 


Lys 


Leu 


ys 


Pro 


Phe 


Leu 


Lys 


Ser Leu Asn 


Glu 


Gly Lys 


Glu 


Gly 


Pro 










725 






730 










735 




Pro 


Leu 


Ser 


Asn 
740 


Thr 


Thr 


Phe 


Pro His Val 
74 5 


Leu 


Pro 


Leu 


lie 
750 


Thr 


Leu 


Leu 


Glu 


Cys 


Asp 


Ser 


Ala 


Pro 


Pro Glu Gly 


Pro 


Glu 


Pro Trp Gly 


Ser 






"7 ^ ^ 










760 






765 








Thr 


Glu 
770 


His 


Gly 


Val 


Glu 


Val 
775 


Val Leu Ala 


His 


Leu 
780 


Glu 


Ala 


Ala 


Arg 


Thr 


Val 


Ala 


His 


His 


Gly 


Gly Leu Tyr His 


Thr 


Asn 


Ala 


Glu 


Val 


Lys 


785 










790 






795 










800 


Leu 


Gin 


Gly 


Phe 


Gin 
805 


Ala 


Arg 


Pro Glu Leu 
810 


Leu 


Glu 


Val 


Phe 


Ser 
815 


Thr 


Glu 


Phe 


Gin 


Met 


Arg 


Leu 


Leu Trp Gly Ser 


Gin 


Gly Ala 


Ser 


Ser 


Ser 








820 








825. 








830 






Gin 


Ala 


Arg 
835 


Arg 


Tyr 


Glu 


Lys 


Phe Asp Lys 
840 


Val 


Leu 


Thr 
845 


Ala 


Leu 


Ser 


His 


Lys 
850 


Leu 


Glu 


Pro 


Ala 


Val 
855 


Arg Ser Ser 


Glu 


Leu 
860 
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<210> 4241 
<211> 479 

<212> DNA , 
<213> Homo sapiens 

<400> 4241 

nacgcgtttt ctgaaaggag cttcctggca ctcaccagcc gcttcctgtt tggactcctg 
60 

aacgaggaga ccaggagcca cctggagaag agtctctgct ggaaggtctc gcegcacatc 
120 

aagatggacc tgttgcagtg gatccaaagc aaaactcaga gcgacggctc caccctgcag 
180 

cagggctcct tggagttctt cagctgcttg tacgagatcc aggaggagga gtttatccag 
240 

caggccctga gccacttcca ggtgatcgtg gtcagcaaca ttgcctccaa gatggagcac 
300 

atggtctcct cgttctgtct gaagcgctgc aggagcgccc aggtgctgca cttgtatggc 
360 

gccacctaca gcgcggacgg ggaagaccgc gcgaggtgtc cgcaggagcg cacacgctgt 
420 

tggtgcagct accagagagg cccgttctgc tggacgccta cagtgaacat ctggcagcg 
479 

<210> 4242 
<211> 159 
<212> PRT 

<213 > Homo sapiens 
<400> 4242 

Xaa Ala Phe Ser Glu Arg Ser Phe Leu Ala Leu Thr Ser Arg Phe Leu 

1 5 10 15 

Phe Gly Leu Leu Asn Glu Glu Thr Arg Ser His Leu Glu. Lys Ser Leu 

20 25 30 

Cys Trp Lys Val Ser Pro His lie Lys Met Asp Leu Leu Gin Trp He 

35 40 45 

Gin Ser Lys Thr Gin Ser Asp Gly Ser Thr Leu Gin Gin Gly Ser Leu 

50 55 60 

Glu Phe Phe Ser Cys Leu Tyr Glu He Gin Glu Glu Glu Phe He Gin 
65 70 75 80 

Gin Ala Leu Ser His Phe Gin Val lie Val Val Ser Asn lie Ala Ser 

85 90 95 

Lys Met Glu His Met Val Ser Ser Phe Cys Leu Lys Arg Cys Arg Ser 

100 105 110 

Ala Gin Val Leu His Leu Tyr Gly. Ala Thr Tyr Ser Ala Asp Gly Glu 

115 120 125 

Asp Arg Ala Arg Cys Pro Gin Glu Arg Thr Arg Cys Trp 6ys Ser Tyr 

130 135 140 

Gin Arg Gly Pro Phe Cys Trp Thr Pro Thr Val Asn lie Trp Gin 
14 5 150 155 

<210> 4243 
<211> 3159 
<212> DNA 

<213> Homo sapiens 



3434 



WO 00/58473 



PCT/US00/08621 



<400> 4243 

ngccgcaacc cgtcccggag gtgtcctgtc tcctgtcgcc gccgccgccg ccaccaccgc 
60 

tgccactgcc gccctgccgg ggccatgttc gctctgggct tgcccttctt ggtgctcttg 
120 

gtggcctcgg tcgagagcca tctgggggtt ctggggccca agaacgtctc gcagaaagac 
180 

gccgagtttg agcgcaccta cgtggacgag gtcaacagcg agctggtcaa catctacacc 
240 ' 
ttcaaccata ctgtgacccg caacaggaca gagggcgtgc gtgtgtctgt. gaacgtcctg 

3 00 

aacaagcaga agggggcgcc gttgctgttt gtggtccgcc agaaggaggc tgtggtgtcc 
360 

ttccaggtgc ccctaatcct gcgagggatg tttcagcgca agtacctcta ccaaaaagtg 
420 '. 

gaacgaaccc tgtgtcagcc ccccaccaag aatgagtcgg agattcagtt cttctacgtg 
480 

gatgtgtcca ccctgtcacc agtcaacacc acataccagc tccgggtcag ccgcatggac 
540 

gattttgtgc tcaggactgg ggagcagttc agcttcaata ccacagcagc acagccccag 
600 

tacttcaagt atgagttccc tgaaggcgtg gactcggtaa ttgtcaaggt gacctccaac 
660 

aaggccttcc cctgctcagt catctccatt caggatgtgc tgtgtcctgt ctatgacctg 
720 

gacaacaacg tagccttcat cggcatgtac cagacgatga ccaagaaggc ggccatcacc 
780 

gtacagcgca aagacttccc cagcaacagc ttttatgtgg tggtggtggt gaagaccgaa 
840 

gaccaagcct gcgggggctc cctgcctttc taccccttcg cagaagatga accggtcgat 
900 

caagggcacc gccagaaaac cctgtcagtg ctggtgtctc aagcagtcac gtctgaggca 
960 

tacgtcagtg ggatgctctt ttgcctgggt atatttctct ccttttacct gctgaccgtc 
1020 

ctcctggcct gctgggagaa ctggaggcag aagaagaaga ccctgctggt ggccattgac 
1080 

cgagcctgcc cagaaagcgc ttctctcctt ggtcaccctc gagtcctggc tgattctttt 
1140 

' cctggcagtt ccccttatga gggttacaac tatggctcct ttgagaatgt ttctggatct 
1200 

accgatggtc tggttgacag cgctggcact ggggacctct cttacggtta ccaggggcac 
1260 

gaccagttca agcggcgcct cccctctggc cagatgcggc agctgtgcat tgccatgggc 
1320 

cgctcctttg aacctgtagg tactcggccc cgagtggact ccatgagctc tgtggaggag 
1380 

gatgactacg acacattgac cgacatcgat tccgacaaga atgtcattcg caccaagcaa 
1440 

tacctctatg tggctgacct ggcacggaag gacaagcgtg ttctgcggaa aaagtaccag 
1500 

atctacttct ggaacattgc caccattgct gtcttctatg cccttcctgt ggtgcagctg 
1560 
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gtgatcacct accagacggt ggtgaatgtc acagggaatc aggacatctg ctactacaac 
1620 

ttcctctgcg cccacccact gggcaatctc agcgccttca acaacatcct cagcaacctg 
1680 

gggtacatcc tgctggggct gcttttcctg ctcatcatcc tgcaacggga gatcaaccac 
1740 

aaccgggccc tgctgcgcaa tgacctctgt gccctggaat gtgggatccc caaacacttt 
1800 

gggcttttct acgccatggg cacagccctg atgatggagg ggctgctcag tgcttgctat 
1860 

catgtgtgcc ccaactatac caatttccag tttgacacat cgttcatgta catgatcgcc 
1920 

ggactctgca tgctgaagct ctaccagaag cggcacccgg acatcaacgc cagcgcctac 
1980 

agtgcctacg cctgcctggc cattgtcatc ttcttctctg tgctgggcgt ggtctttggc 
2040 . 

aaagggaaca cggcgttctg gatcgtcttc tccatcattc acatcatcgc caccctgctc 
2100 

ctcagcacgc agctctatta catgggccgg tggaaactgg actcggggat cttccgccgc 
2160 

atcctccacg tgctctacac agactgcatc cggcagtgca "gcgggccgct ctacgtggac 
2220 

cgcatggtgc tgctggtcat gggcaacgtc atcaactggt cgctggctgc ctatgggctt 
2280 

atcatgcgcc ccaatgattt cgcttcctac ttgttggcca ttggcatctg caacctgctc 
2340 

ctttacttcg ccttctacat catcatgaag ctccggagtg gggagaggat caagctcatc 
2400 

cccctgctct gcatcgtttg cacctccgtg gtctggggct tcgcgctctt cttcttcttc 
2460 

cagggactca gcacctggca gaaaacccet gcagagtcga gggagcacaa ccgggactgc 
2520 

atcctcctcg. acttctttga cgaccacgac atctggcact tcctctcctc catcgccatg 
2580 

ttcgggtcct tcctggtaag cgggcctccc ggcgcagcgt tgaggataac gtgaaaggta 
2640 

gcagctgcct ccttctctgt gagctgatct ggcgtccaca ccccaggtgt tagctgacac 
2700 

tggatgacga cctggatact tagaaagggg cttcaggaag ggatgtgctg tttccctcta 
2760 

cgtgcccagt cctagcctcg ctctaggacc cagggctggc ttctaagttt ccgtccagtc 
2820 

ttcaggcaag ttctgtgtta gtcatgcaca cacataccta tgaaaccttg aagtttacaa 
2880 

agaattgccc cagctctggg caccctggcc accctggtcc ttggatcccc ttcgtcccac 
2940 

ctggtccacc ccagatgctg aggatggggg agctcaggcg gggcctctgc tttggggatg 
3000 

ggaatgtgtt tttctcccaa- acttgttttt atagctctgc ttgaagggct gggagatgag . 
3060 

gtgggtctgg atcttttctc agagcgtctc catgctatgg ttgcatttcc gttttctatg 
3120 

aatgaatttg catacaataa ccaaccagac tcagtaaaa 
3.159 
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<210> 4244 

<211> 849 ~ 

<212> PRT ; 
<213> Homo sapiens 

<400> 4244 

Met Phe Ala Leu Gly Leu Pro Phe Leu Val Leu Leu Val Ala Ser Val 

1 5 10 15 

Glu Ser His Leu Gly Val Leu Gly Pro Lys Asn Val Ser Gin Lys Asp 

20 25 30 

Ala Glu Phe Glu Arg Thr Tyr Val Asp Glu Val Asn Ser Glu Leu Val 

35 40 45 

Asn lie Tyr Thr Phe Asn His Thr Val Thr Arg Asn Arg Thr Glu Gly 

50 55 60 

Val Arg Val Ser Val Asn Val Leu Asn Lys Gin Lys Gly Ala Pro Leu 
65 70 75 80 

Leu Phe Val Val Arg Gin Lys Glu Ala Val Val Ser Phe Gin Val Pro 

85 90 95 

Leu lie Leu Arg Gly Met Phe Gin Arg Lys Tyr Leu Tyr Gin Lys Val 

100 105 HO 

Glu Arg Thr Leu Cys Gin Pro Pro Thr Lys Asn Glu Ser Glu He Gin 

U5 120 125 

Phe Phe Tyr Val Asp Val Ser Thr Leu Ser Pro Val Asn Thr Thr Tyr 

130 135 140 

Gin Leu Arg Val Ser Arg Met Asp Asp Phe Val Leu Arg Thr Gly Glu 
145 . 150 155 160 

Gin Phe Ser Phe Asn Thr Thr Ala Ala Gin Pro Gin Tyr Phe Lys Tyr 

165 170 175 

Glu Phe Pro Glu Gly Val Asp Ser Val He Val Lys Val Thr Ser Asn 

180 185 190 

Lys Ala Phe Pro Cys Ser Val lie Ser He Gin Asp Val Leu Cys Pro 

195 200 205 

Val Tyr Asp Leu Asp Asn Asn Val Ala Phe He Gly Met Tyr Gin Thr 

210 215 220 

Met Thr Lys Lys Ala Ala He Thr Val Gin Arg Lys Asp Phe Pro Ser 
225 230 235 240 

Asn Ser Phe Tyr Val Val Val Val Val Lys Thr Glu Asp Gin Ala Cys 

245 250 255 

Gly Gly Ser Leu Pro Phe Tyr Pro Phe Ala Glu Asp Glu Pro Val Asp 

260 265 270 

Gin Gly His Arg Gin Lys Thr Leu Ser Val Leu Val Ser Gin Ala Val 

275 280 285 

Thr Ser Glu Ala Tyr Val Ser Gly Met Leu Phe Cys Leu Gly He Phe 

290 295 300 

Leu Ser Phe Tyr Leu Leu Thr Val Leu Leu Ala Cys Trp Glu Asn Trp 
305 310 315 320 

Arg Gin Lys Lys Lys Thr Leu Leu Val Ala He Asp Arg Ala Cys Pro 

325 330 .- - . 335 

Glu Ser Ala Ser Leu Leu Gly His Pro Arg Val Leu Ala Asp Ser Phe 

340 345 350 

Pro Gly Ser Ser Pro Tyr Glu Gly Tyr Asn Tyr Gly Ser Phe Glu Asn 

355 360 365 

Val Ser Gly Ser Thr Asp Gly Leu Val Asp Ser Ala Gly Thr Gly Asp 
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370 

Leu Ser Tyr Gly Tyr 
385 

Ser Gly Gin Met Arg 
405 

Pro Val Gly Thr Arg 
420 

Asp Asp Tyr Asp Thr 
435 

Arg Thr Lys Gin Tyr 
450 

Arg Val Leu Arg Lys 
465 

lie Ala Val Phe Tyr 
485 

Gin Thr Val Val Asn 
500 

Phe Leu Cys Ala His 
515 

Leu Ser Asn Leu Gly 
530 

lie Leu Gin Arg Glu 
545 

Leu Cys Ala Leu Glu 
565 

Ala Met Gly Thr Ala 
580 

His Val Cys Pro Asn 
595 

Tyr Met lie Ala Gly 
610 

Pro Asp lie Asn Ala 
625 

Val lie Phe Phe Ser 
645 

Ala Phe Trp lie Val 
660 

Leu Ser Thr Gin Leu 
675 

lie Phe Arg Arg lie 
690 

Cys Ser Gly Pro Leu 
705 

Asn Val lie Asn Trp 
725 

Asn Asp Phe Ala Ser 

- • 74 0 

Leu Tyr Phe Ala Phe 
755 

lie Lys Leu lie Pro 
770 

Gly Phe Ala Leu Phe 
785 

Thr Pro Ala Glu Ser 



375 

Gin Gly His Asp Gin Phe 
390 395 
Gin Leu Cys lie Ala Met 
410 

Pro Arg Val Asp Ser Met 
425 

Leu Thr Asp lie Asp Ser 

440 1 
Leu Tyr Val Ala Asp Leu 
455 

Lys Tyr Gin lie Tyr Phe 
470 475 
Ala Leu Pro Val Val Gin 
490 

Val Thr, Gly Asn Gin Asp 
505 

Pro Leu Gly Asn Leu Ser 
520 

Tyr lie Leu Leu Gly Leu 
535 

lie Asn His Asn Arg Ala 
550 555 
Cys Gly He Pro Lys His 
570 

Leu Met Met Glu Gly Leu 
585 

Tyr Thr Asn Phe Gin Phe 
600 

Leu Cys Met Leu Lys Leu 
615 

Ser Ala Tyr Ser Ala Tyr 
630 635 
Val Leu Gly Val Val Phe 
650 

Phe Ser He He His He 
665 

Tyr Tyr Met Gly Arg Trp 
680 

Leu His Val Leu Tyr Thr 
695 

Tyr Val Asp Arg Met Val 
710 715 
Ser Leu Ala Ala Tyr Gly 
730 

Tyr Leu Leu Ala He Gly 
745 

Tyr He He Met Lys Leu 
760 

Leu Leu CyS lie Val Cys 
775 

Phe Phe Phe Gin Gly Leu 
790 795 
Arg Glu His Asn Arg Asp 



380 

Lys Arg Arg Leu Pro 
400 

Gly Arg Ser Phe Glu 
415 

Ser Ser Val Glu Glu 
430 

Asp Lys Asn Val He 
445 

Ala Arg Lys Asp Lys 
460 

Trp Asn He Ala Thr 
480 

Leu Val He Thr Tyr 
4 95 

He Cys Tyr Tyr Asn 
510 

Ala Phe Asn Asn He 
525 

Leu Phe Leu Leu He 
540 

Leu Leu Arg Asn Asp 
560 

Phe Gly Leu Phe Tyr 
575 

Leu Ser Ala Cys Tyr 
590 

Asp Thr Ser Phe Met 
605 

Tyr Gin Lys Arg His 
620 

Ala Cys Leu Ala He 
640 

Gly Lys Gly Asn Thr 
655 

He Ala Thr Leu Leu 
670 

Lys Leu Asp Ser Gly 
685 

Asp Cys He Arg Gin 
700 

Leu Leu Val Met Gly 
720 

Leu He -Met Arg Pro 
735 

lie Cys Asn Leu Leu 
750 

Arg Ser Gly Glu Arg 
765 

Thr Ser Val Val Trp 
780 

Ser Thr Trp Gin Lys 
800 

Cys lie Leu Leu Asp 
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805 810 815 

Phe Phe Asp Asp His Asp He Trp His Phe Leu Ser Ser He Ala Met 

820 825 830 

Phe Gly Ser Phe Leu Val Ser Gly Pro Pro Gly Ala Ala Leu Arg He 
835 840 845 

Thr 



<210> 4245 

<211> 909 

<212> DNA 

<213> Homo sapiens 

<400> 4245 ' 

ngggcccaga gcctccaaga ggctgcacac caggagctca acaccctcaa gttccagctg 
60 

agtgctgaaa tcatggacta ccagagcaga cttaagaatg ctggtgaaga gtgcaagagc 
120 

ctcaggggcc agcttgagga gcaaggccgg cagctgcagg ctgctgagga agctgtggag 
180 

aagctgaagg ccacccaagc agacatggga gagaagctga gctgcactag caaccatctt 
240 

gcagagtgcc aggcggccat gctgaggaag gacaaggagg gggctgccct gcgtgaagac 
300 

ctagaaagga cccagaagga actcgaaaaa gccacaacaa aaatccaaga gtattacaac 
360 

aaactctgcc aggaggtgac aaatcgtgag aggaatgacc agaagatgct tgctgacctg 
420 

gatgacctca acagaaccaa gaagtatctc gaggagcggc tgatagagct gctcagggac 
480 

aaggatgctc tctggcagaa gtcagatgcc ctggaattcc agcagaagct cagtgctgag 
540 

gagagatggc tcggagacac agaggcaaac cactgcctcg actgtaagcg ggagttcagc 
600 

tggatggtgc ggcggcacca ctgcaggata tgtggccgca tcttctgtta ctactgctgc 
660 

aacaactacg tcctgagcaa gcacggtggc aaaaaggagc gctgctgccg agcctgtttc 
720 

cagaagctca gtgaaggccc tggctcccct gatagcagtg gctcaggcac tagccaggga 
780 

gagctcagcc ctgcactgtc accagcctca cctgggcccc aggccacagg aggccaagga 
840 

gcaaatacag actacaggcc accggacgac gctgtgtttg atatcatcac agatgaggaa 
900 

ttgtgccag 

909 7 

<210> 4246 
<211> 303 
<212> PRT 

<213> Homo sapiens 
<400> 4246 

Xaa Ala Gin Ser Leu Gin Glu Ala Ala His Gin Glu Leu Asn Thr Leu 
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1- 






5 








10 








15 




Lys Phe 


Gin 


Leu 


Ser 


Ala 


Glu 


lie 


Met Asp Tyr 


Gin 


Ser 


Arg 


Leu 


Lys 




20 










25 






30 






Asn Ala Gly 


Glu 


Glu 


Cys 


Lys 


Ser Leu Arg Gly Gin 


Leu 


Glu 


Glu 


Gin 




35 










40 






4 5 








Gly Arg Gin 


Leu 


Gin 


Ala 


Ala 


Glu 


Glu Ala Val 


Glu 


Lys 


Leu 


Lys 


Ala 


50 










55 






60 










Thr Gin 


Ala 


Asp 


Met 


Gly 


Glu 


Lys 


Leu Ser Cys 


Thr 


Ser 


Asn 


His 


Leu 


65 








70 






75 










80 


Ala Glu Cys 


Gin 


Ala 


Ala 


Met 


Leu 


Arg Lys Asp 


Lys 


Glu Gly Ala 


Ala 








85 








90 








95 




Leu Arg 


Glu 


Asp 


Leu 


Glu 


Arg 


Thr 


Gin Lys Glu 


Leu 


Glu 


Lys 


Ala 


Thr 






100 










105 






110 






Thr Lys 


He 


Gin 


Glu 


Tyr 


Tyr Asn 


Lys Leu Cys 


Gin 


Glu 


Val 


Thr 


Asn 




115 










120 






125 








Arg Glu Arg 


Asn 


Asp 


Gin 


Lys 


Met 


Leu Ala Asp Leu 


Asp 


Asp 


Leu 


Asn 


130 










135 






140 










Arg Thr 


Lys 


Lys 


Tyr 


Leu 


Glu 


Glu 


Arg Leu He 


Glu 


Leu 


Leu 


Arg 


Asp 


145 








150 






155 










160 


Lys Asp 


Ala 


Leu 


Trp 


Gin 


Lys 


Ser 


Asp Ala Leu 


Glu 


Phe 


Gin 


Gin 


Lys 








165 








170 








175 




Leu Ser 


Ala 


Glu 


Glu 


Arg 


Trp 


Leu 


Gly Asp Thr 


Glu 


Ala 


Asn 


His 


Cys 






180 










185 






190 






Leu Asp Cys 


Lys 


Arg 


Glu 


Phe 


Ser 


Trp Met Val 


Arg 


Arg 


His 


His 


Cys 




195 










200 






2 05 








Arg He 


Cys 


Gly Arg 


lie 


Phe 


Cys Tyr Tyr Cys Cys 


Asn 


Asn 


Tyr 


Val 


210 










215 






220 










Leu Ser 


Lys 


His 


Gly Gly 


Lys 


Lys 


Glu Arg Cys 


Cys 


Arg 


Ala 


Cys 


Phe 


225 








230 






235 










240 


Gin Lys 


Leu 


Ser 


Glu 


Gly 


Pro 


Gly 


Ser Pro Asp 


Ser 


Ser 


Gly 


Ser 


Gly 








245 








250 








255 




Thr Ser 


Gin 


Gly Glu 


Leu 


Ser 


Pro 


Ala Leu Ser 


Pro 


Ala 


Ser 


Pro Gly 






260 










265 






270 






Pro Gin 


Ala 


Thr Gly Gly 


Gin Gly Ala Asn Thr 


Asp 


Tyr 


Arg 


Pro 


Pro 




275 










280 






285 








Asp Asp 


Ala 


Val 


Phe 


Asp 


He 


He 


Thr Asp Glu 


Glu 


Leu 


Cys 


Gin 





290 295 300 



<210> 4247 

<211> 5755 

<212> DNA 

<213> Homo sapiens 

<400> 4247 

caccctctgg acaagagaac gggcgagcgg gagctaggag ggaagagtgg agaggaccgg 
60 

cgaggcgcgc cagccggagc cacctccttc ccggccgccc cctccccact ccccctacac 
120 

acacacgctc gctcgctcgc cggcgcgcgc acaccccccg cgccggaccc gcacctcggc 
180 

gggcgccaca cactcggcag cccgagccgc ggtagccgca gcgggatgga ggcggcgcgc 
240 

acggagcgcc ccgcaggcag gccgggggcg ccgcttgtcc ggacggggct cctactcttg 
300 
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tcgacgtggg tcctggccgg 
360 

ccggcggccc cggcttcgcg 
420 

agccagtggc cggaggagct 
480 

ggaccagagc tgctgcccca 
540 

ggagggacat caccggcagg 
600 

ggcggcgcga ggaggagtcg 
660 

tgggccactg ctccggccga 
720 

gaggaggtga aggcgccgcg 
7B0 

acctccttcg cgctgaccgg 
840 

cacaacagca gcgtcatact 
900 

actgagagtt cactatggag 
960 

aaagtgggtt tgaagactgt 
1020 

attatgcttc tcagtgatcc 
1080 

gcgacctatc agaagtatcg 
1140 

caagaggact gggtgctggc 
1200 

ggaagacggt ggcaactcat 
1260 

gccggattgg ataaggaggc 
1320 

gctcactacc tcacctgcag 
1380 

gcccgctcca ttgacatcag 
1440 

acaactagtg gaagagccag 
1500 

aagctgccta agtactcgtt 
1560 

gtatttgctg cggtccaaga 
1620 

acgcgtggga tttacttcac 
1680 

gggaacatca ttattgaatt 
1740 

aagaaggtgg acgaccaggt 
1800 

ctgctgcaag ctccggatgt 
1860 

tgttccttac atctgcacct 
1920 



cgccgagatc acttgggacg 
gccaccggcg ttgtctccac 
ggcgtcggcg cggagagccg 
gcagggcggc ggcagaggcg 
cgagcggcgg ggccggggca 
ccgggcgcag cccccaatca 
tggttccaga ggaagccgtc 
ggctgggggg tcggcggctg 
ggactcggcc cacaaccaag 
tatcctgacg aagctgtatg 
gtcgacagat tatggcacca 
cctcagttac ctctatgtca 
tgagatggag agcagcatat 
gctcaccttc tatatccaga 
ctacagtttg gatcaaaagc 
gcatgaacgc atcacaccca 
ggacctggtg cacatggagg 
gatccaggaa tgtgccgaga 
ttccctggtt gtccaggatg 
ctactacgtg tcttatcgaa 
gccaaaggac atgcacatca 
atggaaccag aatgacacgt 
tctggccatg gagaacatca 
gtatgaggta gcaggtatca 
gaagacatac atcacttaca 
ggacctgaga ggaagcccag 
gcaactctct gaaaatccat 



cgacaggcgg tcccggacgc 
tctcgccgcg ggcagtggcc 
ccgtgctggg gcgccgggcc 
gtgagatgca ggtggaagcc 
tcccagctcc tgccaagctt 
cccaggaacg cggggacgcc 
cccttgctaa gggttcccgg 
aagacctccg gctgcccagc 
ccatggtgca ctggtcggga 
acttcaacct gggcagcgtg 
cctatgaaaa gctgaatgac 
atccaaccaa caaaaggaag 
tgatcagctc agacgaaggg 
gcctgctctt tcatcccaag 
tctacagctc catggacttt 
acaggtttta ttggtcggtg 
tgcggaccac ggatggatat 
caactagaag tgggcctttt 
aatatatctt cattcaggta 
gagaggcctt tgctcagata 
tcagtacaga cgagaaccaa 
acaacctcta catctcagac 
agagcagcag aggtctaatg 
aagggatatt tctggcaaac 
acaaaggcag ggattggcgc 
tgcactgcct gctgcccttc 
attcctcagg aagaatctct 
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. agcaaggaga cagccccagg acttgtggtg 
1980 

tatactgata ttggtgtgtt catctcctcc 
2040 

gatgaagagt acaatgtctg gttcctagac 
2100 

acacctctgc cagtcaggca tttgtgggtg 
2160 \ 

tatggtttca cttcggttcc tctctttgtt 
2220 

acccacatca tgacagtttt tggccacttc 
2280 

gtggactaca aatctatctt cagccggcat 
2340 

ctgctcaatc agggagagcc ttgtgtcatg 
2400 

ccaggagctc agtgtgccct gggccgagac 
2460 

gtctgtgcca attgggactt cgagtgtgac 
2520 

tgtgtcccag ctttctggta caatccagca 
2580 

agctacctta acagcactgg gtatcggcgg 
2640 

agggagaagt acaccgccaa ggcccagatg 
2700 

gtggtgacga ccgatgggcg gctggtggca 
2760 

ctcatggagg agggtgatct acaaaggaca 
2820 

gctgtgtcct acgcaaactt cagccccatc 
2880 

gcggggatct tccaggtgac agcctatgca 
2940 

ctcttcctgc atgtggtttg tcctgtggag 
3000 

ataagaaata aggaggtcaa catcagtgca 
3060 

acctatttct ggtggttcgg caatagcaca 
3120 

tccttcacat tccttgcaga aggaaccgac 
3180 

gccctcatcc aggacacaaa agagattgca 
3240 

tcattctctc ctaatctgga ttaccacaat 
3300 

ggcaatgtca tcaagcgagc tctggttaaa 
3360 

attgccgtgt ttcctggtct ccccacttca 
3420 

ctgacagaga ggaggaaagg caatgaaggg 
3480 

aatgctctca accaaaattt ggtccagttt 
3540 - , 



gctacaggca acattggccc ggagctctca 
gatgggggca acacatggag acagatcttt 
tggggtggtg ccctcgtggc catgaaacac 
agttttgatg agggccactc ttgggacaag 
gacggggctc tggtggaggc aggaatggag 
agcctccgct ccgaatggca attggtgaaa 
tgcaccaagg aggactatca gacctggcac 
ggagaaagga aaatattcaa gaaacgtaag 
cactcaggat cagtggtctc agaaccctgt 
tatgggtatg agagacatgg ggagagccag 
tccccatcaa aggactgcag ccttggtcaa 
attgtgtcca acaactgcac agatgggcta 
tgccctggaa aagcccctcg gggcctccat 
gagcaggggc acaatgcaac tttcatcatc 
aacatccagc ttgactttgg ggatgggatt 
gaggacggca tcaagcacgt gtataagagt 
gagaacaacc ttggctcaga cacagctgtc 
catgttcatc tccgagttcc atttgttgcc 
gtcgtgtggc ccagtcaact ggggaccctt 
aagcctctca tcactttgga cagcagcatt 
accatcacag tccaggtggc tgctgggaat 
gttcatgaat atttccagtc ccagctttta 
cctgacattc ctgagtggag aaaagatatt 
gtaaccagtg tcccagagga ccagatcctc 
gcagagcttt tcattcttcc acccaagaac 
gacctggaac aaattgtaga aacactgttt 
gagctgaagc cgggggtaca agtcattgtg 
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tatgtcacac 
3600 

gccatgctta 
3660 

tttaaaagga 
3720 

gagatgattg 
3780 

acggagcctg 
3840 

actattgcaa 
3900 

caagccacgt 
3960 

ttatggaaaa 
4020 

gcaggcaaat 
4080 

gggaataaat 
4140 

ctttactctg 
4200 

aaattgaagt 
4260 

tctccgcttc 
4320 

gaagtaggtt 
4380 

ccctgccttg 
4440 

taaatagctt 
4500 

aagaaagatg 
4560 

tgctcaatgc 
4620 

ccttgtccat 
4680 

ttctctgggg 
4740 

tttgttccaa 
4800 

cccagatggg 
4860 

gaaaatattt 
4920 

attggattct 
4980 

aaaagtcccc 
5040 

agaggttgga 
5100 

aagtaggggt 
5160 



agctgacgtt 
tgctattatc 
aaatcccttg 
ggtcagtgag 
aggagctgct 
acagcgaaag 
ggtcaaccac 
attaaaatgt 
gcctagcttt 
ggctgtattt 
ccattggtag 
tgggttggct 
ccccagcaca 
ggtgggggtg 
tgcatgtcca 
tttatttcct 
cgtgtgttgg 
attgggtttg 
gccatagctg 
caattgataa 
gaatgatatg 
ggaaaacagc 
ttttctaaag 
atgaaaatgc 
tgggcactag 

ctagccttta 



agctccattg 
agtggtattt 
gattaacatc 
ccaaagtgaa 
ggacaaagag 
cacaaaggag 
ctttctgact 
cttttttacc 
gggagaaaag 
gtgctaagag 
cttaaagact 
ctttgtgaac 
cacacataca 
gatgtagctg 
tagtgaggct 
aagaaataat 
cttacgcact 
gatgctctcc 
gtttctactt 
aggaaggact 
aaaggtgaag 
ttcctctcta 
aaggcagtca 
ataatgctta 
gtaaagccca 
catttgtgga 
atgatattag 



gtggactcca 
gttggcctgg 
tatgctcaag 
aacgccccca 
ctggacacgc 
atccccaact 
ttttattttt 
ttttgtttac 
ggcattctta 
caaaggatgc 
ttctttttcc 
ctctcatccc 
acacagatca 
cagaaagcat 
acagatggct 
ttaatgttta 
ggccctcaga 
tgttgtctgt 
atgtatataa 
ctagtgacat 
aagaggccca 
aaaggaaaaa 
gtggatctta 
tggtgaattc 
gtgaatgtct 
attatgagtt 
tcaaaggcaa 



gtgctgggca 
ctgtgttttt 
tccaacacga 
aaatcacact 
gggtcatagg 
gcactagtgt 
gatgattact 
caagggcccc 
gctgattgaa 
atcttcccac 

ttgtggtctc 
cacagcagaa 
tttcccagtt 
gcacaacttt 
tattgtatat 
gtaaaaaaga 
gctgaccaac 
cacacttaac 
aggggggtgg 
catagaacat 
ctagaggctt 
cttgatattt 
aaatgacaat 
tcaggctatt 
cttggcatgg 
catgcaaaac 
ttttagcaaa 



cagcagctca 
gatctacaag 
caaggagcag 
cagtgacttt 
aggcattgcc 
ttaataccag 
attactatta 
ttcataaata 
atgagacaaa 
agcctcctcg 
ccttttttca 
tcaccaacac 
agatccgcag 
gtgaaagagg 
aattacaatg 
aaacagaaaa 
ccgccaggcc 
tcttgcatct 
ggggaggggc 
ggcagtcgtt 
catactgaga 
atcagtctga 
ctgtttttaa 
ctgagctcag 
gaggagttaa 
tctccaggcc 
gctgtgctat 
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ttgcttgtca gatgtacaca acttccttaa agtcaaatgt ctgccttcag ttcccttaag 
5220 

gtagttcttg cctctggggt gagtggcttt caaagccttt tagcttttcc agcacctcag 
5280 - 

ccccttcaca catttacaca taccaatttt tttcaatagg gtcacgttaa gccatgctgt 
5340 

aagcattgtt tttattttca ggcttagcct gagcacactt atttttgaaa atgatataat 
5400 

gtatatatat gggaggaaag gccacatttt gtacctgtta atttttgtgg gatgttgttc 
5460 

ccattcttct ttgtgagaca gagagaatgt gatatagaga aatctggctg gctacagtgt 
5520 

agatcagtat taggaatatt tctaaagatc ctgctttttt gtttcaaggg ttaaatgggg 
5580 

cagacaattg caatacttgt actaaacact ggaatacaaa tgcatgactc atatctatat 
5640 . 
atacagtata tgtacatata ctgttcttgg ttttattgtt ccacttgaat atttctactg 
5700 

taaaaaaaag acagtggttt tgaaattgtt gaaaataaat gtatttttgt acatc 
5755 

<210> 4248 
<211> 1297 
<212> PRT 

<213> Homo sapiens 



<400> 4248 



His Pro 


Leu 


Asp 


Lys 


Arg 


Thr 


Gly Glu Arg Glu Leu 


Gly 


Gly^ 


Lys 


Ser 


1 






5 






10 






15 




Gly Glu Asp 


Arg 


Arg 


Gly 


Ala 


Pro Ala Gly Ala Thr 


Ser 


Phe 


Pro 


Ala 






20 








2 5 




30 






Ala Pro 


Ser 


Pro 


Leu 


Pro 


Leu 


His Thr His Ala Arg 


Ser 


Leu 


Ala 


Gly 




35 










40 


45 








Ala Arg 


Thr 


Pro 


Pro 


Ala 


Pro 


Asp Pro His Leu Gly 


Gly 


Arg 


His 


Thr 


50 










55 


60 










Leu Gly 


Ser 


Pro 


Ser 


Arg 


Gly 


Ser Arg Ser Gly Met 


Glu 


Ala 


Ala 


Arg 


65 








70 




75 








80 


Thr Glu 


Arg 


Pro 


Ala 


Gly 


Arg 


Pro Gly Ala Pro Leu 


Val 


Arg 


Thr Gly 








85 






90 






95 




Leu Leu 


Leu 


Leu 


Ser 


Thr 


Trp 


Val Leu Ala Gly Ala 


Glu 


He 


Thr 


Trp 






100 








105 




110 






Asp Ala 


Thr 


Gly 


Gly 


Pro 


Gly 


Arg Pro Ala Ala Pro 


Ala 


Ser 


Arg 


Pro 




115 










120 


125 








Pro Ala 


Leu 


Ser 


Pro 


Leu 


Ser 


Pro Arg Ala Val Ala 


Ser 


Gin 


Trp 


Pro 


130 










135 


140 










Glu Glu 


Leu 


Ala 


Ser 


Ala 


Arg 


Arg Ala Ala Val Leu 


Gly 


Arg 


Arg 


Ala 


145 








150 




155 








160 


Gly Pro 


Glu 


Leu 


Leu 


Pro 


Gin 


Gin Gly Gly Gly Arg 


Gly 


Gly 


Glu 


Met 






165 






170 






175 




Gin Val 


Glu 


Ala 


Gly 


Gly 


Thr 


Ser Pro Ala Gly Glu 


Arg 


Arg 


Gly Arg 






180 








185 




190 






Gly He 


Pro 


Ala 


Pro 


Ala 


Lys 


Leu Gly Gly Ala Arg 


Arg 


Ser 


Arg 


Arg 




195 










200 


205 








Ala Gin 


Pro 


Pro 


He 


Thr 


Gin 


Glu Arg Gly Asp Ala 


Trp 


Ala 


Thr 


Ala 
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210 215 220 

Pro Ala Asp Gly Ser Arg Gly Ser Arg Pro Leu Ala Lys Gly Ser Arg 
225 230 235 240 

Glu Glu Val Lys Ala Pro Arg Ala Gly Gly Ser Ala Ala Glu Asp Leu 

245 250 255 

Arg Leu Pro Ser Thr Ser Phe Ala Leu Thr. Gly Asp Ser Ala His Asn 

260 265 270 

Gin Ala Met Val His Trp Ser Gly His Asn Ser Ser Val lie Leu lie 

275 2B0 285 

Leu Thr Lys Leu Tyr Asp Phe Asn Leu Gly Ser Val Thr Glu Ser Ser 

290 295 300 

Leu Trp Arg Ser Thr Asp Tyr Gly Thr Thr Tyr Glu Lys Leu Asn Asp 
305 310 315 320 

Lys Val Gly Leu Lys Thr Val Leu Ser Tyr Leu Tyr Val Asn Pro Thr 

, 325 330 335 

Asn Lys Arg Lys He Met Leu Leu Ser Asp Pro Glu Met Glu Ser Ser 

340 345 350 

lie Leu lie Ser Ser Asp Glu Gly Ala Thr Tyr Gin Lys Tyr Arg Leu 

355 360 365 

Thr Phe Tyr He Gin Ser Leu Leu Phe His Pro Lys Gin Glu Asp Trp 

370 375 380 

Val Leu Ala Tyr Ser Leu Asp Gin Lys Leu Tyr Ser Ser Met Asp Phe 
385 390 395 400 

Gly Arg Arg Trp Gin Leu Met His Glu Arg lie Thr Pro Asn Arg Phe 

405 410 415 

Tyr Trp Ser Val Ala Gly Leu Asp Lys Glu Ala Asp Leu Val His Met 

420 425 430 

Glu Val Arg Thr Thr Asp Gly Tyr Ala His Tyr Leu Thr Cys Arg He 

435 440 445 

Gin Glu Cys Ala Glu Thr Thr Arg Ser Gly Pro Phe Ala Arg Ser He 

450 455 460 

Asp lie Ser Ser Leu Val Val Gin Asp Glu Tyr He Phe lie Gin Val 
465 470 475 480 

Thr Thr Ser Gly Arg Ala Ser Tyr Tyr Val Ser Tyr Arg Arg Glu Ala 

485 490 495 

Phe Ala Gin He Lys Leu pro Lys Tyr Ser Leu Pro Lys Asp Met His 

. 500 505 510 

lie lie Ser Thr Asp Glu Asn Gin Val Phe Ala Ala Val Gin Glu Trp 

515 520 525 

Asn Gin Asn Asp Thr Tyr Asn Leu Tyr lie Ser Asp Thr Arg Gly He 

530 535 540 

Tyr Phe Thr Leu Ala Met Glu Asn lie Lys Ser Ser Arg Gly Leu Met 
545 550 555 560 

Gly Asn lie He He Glu Leu Tyr Glu Val Ala Gly He Lys Gly lie 

565 570 575 

Phe Leu Ala Asn Lys Lys Val Asp Asp Gin Val Lys Thr Tyr He Thr 

580 585 590 

Tyr Asn Lys Gly Arg Asp Trp Arg Leu Leu Gin Ala Pro Asp Val Asp 

595 600 605 

Leu Arg Gly Ser Pro Val His Cys Leu Leu Pro Phe Cys Ser Leu His 

610 615 620 

Leu His Leu Gin Leu Ser Glu Asn Pro Tyr Ser Ser Gly Arg He Ser 
625 630 635 640 

Ser Lys Glu Thr Ala Pro Gly Leu Val Val Ala Thr Gly Asn He Gly 
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645 650 655 

Pro Glu Leu Ser Tyr Thr Asp He Gly Val Phe ',lle Ser Ser Asp Gly 

660 665 670 

Gly Asn Thr Trp Arg Gin He Phe Asp Glu Glu Tyr Asn Val Trp Phe 

675 680 685 

Leu Asp Trp Gly Gly Ala Leu Val Ala Met Lys His Thr Pro Leu Pro 

690 695 700 

Val Arg His Leu Trp Val Ser Phe Asp Glu Gly His Ser Trp Asp Lys 
705 710 715 720 

Tyr Gly Phe Thr Ser Val Pro Leu Phe Val Asp Gly Ala Leu Val Glu 

725 730 735 

Ala Gly Met Glu Thr His He Met Thr Val Phe Gly His Phe Ser Leu 

740 745 750 

Arg Ser Glu Trp Gin Leu Val Lys Val Asp Tyr Lys Ser lie Phe Ser 

755 760 765 

Arg His Cys Thr Lys Glu Asp Tyr Gin Thr Trp His Leu Leu Asn Gin 

770 775 780 

Gly Glu Pro Cys Val Met Gly Glu Arg Lys lie Phe Lys Lys Arg Lys 
785 790 795 800 

Pro Gly Ala Gin Cys Ala Leu Gly Arg Asp His Ser Gly Ser Val Val 

805 810 815 

Ser Glu Pro Cys Val Cys Ala Asn Trp Asp Phe Glu Cys Asp Tyr Gly 

820 825 830 

Tyr Glu Arg His Gly Glu Ser Gin Cys Val Pro Ala Phe Trp Tyr Asn 

835 840 845 

Pro Ala Ser Pro Ser Lys Asp Cys Ser Leu Gly Gin Ser Tyr Leu Asn 

850 855 860 . 

Ser Thr Gly Tyr Arg Arg He Val Ser Asn Asn Cys Thr Asp Gly Leu 
865 870 875 880 

Arg Glu Lys Tyr Thr Ala Lys Ala Gin Met Cys Pro Gly Lys Ala Pro 

885 890 895 

Arg Gly Leu His Val Val Thr Thr Asp Gly Arg Leu Val Ala Glu Gin 

900 905 910 

Gly His Asn Ala Thr Phe He He Leu Met Glu Glu Gly Asp Leu Gin 

915 920 925 

Arg Thr Asn He Gin Leu Asp Phe Gly Asp Gly He Ala Val Ser Tyr 

930 935 940 

Ala Asn Phe Ser Pro lie Glu Asp Gly He Lys His Val Tyr Lys Ser 
945 950 955 960 

Ala Gly lie Phe Gin Val Thr Ala Tyr Ala Glu Asn Asn Leu Gly Ser 

965 970 975 

Asp Thr Ala Val Leu Phe Leu His Val Val Cys Pro Val Glu His Val 

980 985 990 

His Leu Arg Val Pro Phe Val Ala lie Arg Asn Lys Glu Val Asn lie 

995 1000 1005 

Ser Ala Val Val Trp Pro Ser Gin Leu Gly Thr Leu Thr Tyr Phe Trp 

1010 1015 1020 

Trp Phe Gly Asn Ser Thr Lys Pro Leu He Thr Leu Asp Ser Ser He 
1025 1030 1035 1040 

Ser Phe Thr Phe Leu Ala Glu Gly Thr Asp Thr He Thr Val Gin Val 

1045 1050 1055 

Ala Ala Gly Asn Ala Leu He Gin Asp Thr. Lys Glu lie Ala Val His 

1060 1065 1070 

Glu Tyr Phe Gin Ser Gin Leu Leu Ser Phe Ser Pro Asn Leu Asp Tyr 
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1075 1080 - 1085 

His Asn Pro Asp He Pro Glu Trp Arg Lys. Asp lie Gly Asn Val He 

1090 1095 1100 

Lys Arg Ala Leu Val Lys Val Thr Ser Vai Pro Glu Asp Gin lie Leu 
1105 1110 1115 1120 

lie Ala Val Phe Pro Gly Leu Pro Thr Ser Ala Glu Leu Phe He Leu 

1125 1130 1135 

Pro Pro Lys Asn Leu Thr Glu Arg Arg Lys Gly Asn Glu Gly Asp Leu 

1140 1145 1150 

Glu Gin He Val Glu Thr Leu Phe Asn Ala Leu Asn Gin Asn Leu Val 

1155 1160 1165 

Gin Phe Glu Leu Lys Pro Gly Val Gin Val lie Val Tyr Val Thr Gin 

1170 1175 1180 

Leu Thr Leu Ala Pro Leu Val Asp Ser Ser Ala Gly His Ser Ser Ser 
1185 H90 1195 1200 

Ala Met Leu Met Leu Leu Ser Val Val Phe Val Gly Leu Ala Val Phe 

1205 1210 1215 

Leu He Tyr Lys Phe Lys Arg Lys lie Pro Trp He Asn lie Tyr Ala 

1220 1225 1230 

Gin Val Gin His Asp Lys Glu Gin Glu Met lie Gly Ser Val Ser Gin 

1235 1240 1245 

Ser Glu Asn Ala Pro Lys He Thr Leu Ser Asp Phe Thr Glu Pro Glu 

1250 1255 1260 

Glu Leu Leu Asp Lys Glu Leu Asp Thr Arg Val He Gly Gly He Ala 
1265 1270 1275 1280 

Thr lie Ala Asn Ser Glu Ser Thr Lys Glu He Pro Asn Gys Thr Ser 
1285 1290 1295 

Val 



<210> 4249 

<211> 553 

<212> DNA 

<213> Homo sapiens 

<400> 4249 

nnccgggccc tccccaaaaa ggaccaggtt gtccagaaaa gtgagcagct aaaactgttt 
60 

ctaagaaact caactgcatc cagaacaaag attaagatga tttataaaaa tgctaaaaca 
120 

cccagcacgc aacatggtaa aattcgcaat gcctcaggca tcaacccgag agtaccaggc 
180 

ccacaggaag gcagcataat aggaccccaa acaaggagga aaagcagcct cctgaaaccg 
240 

accctgatat cagaaccagc agacatgggc actcagcagt tcttacaact gaatcccaat 
300 

ctgcaaaagt ttagtagaga catggaagac gtaaagggga ccccaagcaa gcctctagag 
360 

aattataaca tgttggctgg gcttggtggc tcacgcgtgt catcgcagca ctttgggagg 
420 

ctgaggcagg aggatcgctt gagcccagga gttcaagacc agcctggacc acatagtgag 
480 

acccccatct cataaaaaat aaaaaaaaat tgaattacaa cacgaggtga caaaagcact 
540 . 



3447 



PCT/US00/08621 



ggatgagatt aac 
553 

<210> 4250 

<211> 164 

<212> PRT 

<213> Homo sapiens 

<400> 4250 

Xaa Arg Ala Leu Pro Lys Lys Asp Gin Val Val Gin Lys Ser Glu Gin 

1 5 10 15 

Leu Lys Leu Phe Leu Arg As n Ser Thr Ala Ser. Arg Thr Lys lie Lys 

20 25 30 

Met lie Tyr Lys Asn Ala Lys Thr Pro Ser Thr Gin His Gly Lys lie 

35 40 45 

Arg Asn Ala Ser Gly lie Asn Pro Arg Val Pro Gly Pro Gin Glu Gly 

50 55 60 

Ser lie lie Gly Pro Gin Thr Arg Arg Lys Ser Ser Leu Leu Lys Pro 
65 70 75 80 

Thr Leu lie Ser Glu Pro Ala Asp Met Gly Thr Gin Gin Phe Leu Gin 

85 90 95 

Leu Asn Pro Asn Leu Gin Lys Phe Ser Arg Asp Met Glu Asp Val Lys 

100 105 110 

Gly Thr Pro Ser Lys Pro Leu Glu Asn Tyr Asn Met Leu Ala Gly Leu 

115 120 125 

Gly Gly Ser Arg Val Ser Ser Gin His Phe Gly Arg Leu Arg Gin Glu 

130 135 140 

Asp Arg Leu Ser Pro Gly Val Gin Asp Gin Pro Gly Pro His Ser Glu 
145 150 155 160 

Thr Pro lie Ser 



<210> 4251 

<211> 1574 

<212> DNA 

<213> Homo sapiens 

<400> 4251 

nngggggggg gggggggggg ggttaagctc cttcagtagg gtactagggc accaaaaaaa 
60 

aaaagggcgg cgcggggggg gtcccccaca caaaaaaagg gggggaaagg aattcgcccc 
120 

gggggggggc caggccctaa ccccatttat ttcattccac agatgagggc aaccttaaga 
180 v 

gggaaggggg agatggcagg gccagcgggc gcaggaagtg ccttcccacc cccaggacct 
240 

gacacatctc gtctcccctc ttttccgcac tgtgggcaca aagacacttt ttcttccgca 
300 * 

ggggcgggag cccctagttc caacactgag gacgcgtgac atggtgggca ccggaaagga 
360 

ggggacttct cctgcacccc aagaagtggt ggggagattg ctgcccctat agccatatct 
420 

cggccccttc ccactcacca cccccacccc aggtgctggg ggtcccttat ttttatgcaa 
480 



3448 



WO 00/58473 



PCT/US00/08621 



taactgagct tgatgggggt gggcaggggg ccagttgagc caatcaccag cctccatatc 
540 

acagatcctg accctgaatc tcaggagctg cagatcgggg gcacctgccc tgacatcacc 
600 

aaacgctacc tgcgcctgac ctgtgccccc gacccgtcca ccgtgcgccc tgtggcagtt 
660 

ttgaaaaagt cgctgtgcat ggtcaagtgc cactggaaag agaagcagga ctacgcgttt 
720 

gcctgcgagc agatgaagtc gatccggcag gatctgacgg tgcagggcat ccgcaccgag 
780 

ttcacggtgg aggtgtacga gacccatgcc cggatcgcct tggagaaggg tgaccatgaa 
840 

gagtttaacc agtgccagac gcagctcaag tcgctgtacg ccgagaactt gcctggcaat 
900 

gtgggcgagt ttactgccta ccgaatcctc tactacatct tcaccaagaa ctcgggagac 
960 

atcaccacgg agctggcata cctcacacga gaactgaagg cagatccttg cgtggcccac 
1020 

gccttggcat taaggacagc ctgggccctg ggcaactacc accgcttttt ccggctctac 
1080 

tgccatgcac cctgcatgtc tggctacctc gtggacaagt ttgcagatcg ggagcgcaag 
1140 

gtcgccctca aggccatgat caaaacgtat gtggtgccaa gctcccttct gcctttgctc 
1200 

ttcccatcct tccgcctcgc accgcccctc agaccagctc ctggccgcag gcctccccca 
1260 

gcccccaacc cttgtcctgg tccttgcttc cccatcatct ttctccattc agccctcccc 
1320 

tctccagttc ctcttgctct ccttgttggt cacctctgtg ttccgggtca ctcctctccc 
1380 

tctccccact gttcccagct cactgcctct ggggcctctt ctccacccca tctgtgtgtc 
1440 

tcttcctcct gttctctcct gcctggaccc cctagttcac tccttgccct gggcttcctc 
1500 

agaaccctga ggtctctgct ttctcagctt gtcgctgtgc tcccaccata gagaccatct 
1560 

agacagcctc tggt 
1574 



<210> 4252 

<211> 352 

<212> PRT 

<213> Homo sapiens 

<400> 4252 

Met Gly Val Gly Arg 

1 5 
Thr Asp Pro Asp Pro 
20 

Pro Asp lie Thr Lys 
35 

Ser Thr Val Arg Pro 
50 

Lys Cys His Trp Lys 



Gly Pro Val Glu Pro He 
10 

Glu Ser Gin Glu Leu Gin 
25 

Arg Tyr Leu Arg Leu Thr 

40 . 
Val Ala Val Leu Lys Lys 
55 

Glu Lys. Gin Asp Tyr Ala 



Thr Ser Leu His He 
15 

He Gly Gly Thr Cys 
30 

Cys Ala Pro Asp Pro 
45 

Ser Leu Cys Met Val 
60 

Phe Ala Cys Glu Gin 
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65 










70 










75 










80 


Met 


Lys 


Ser 


He 


Arcr 
85 


Gin 


Asp 


Leu 


Thr 


Val 
90 


Gin 


Gly 


He 


Arg 


Thr 
95 


Glu 


Phe 


Thr 


Val 


Glu 
100 


Val 


Tyr 


Glu 


Thr 


His 
105 


Ala 


Arg 


lie 


Ala 


Leu 
110 


Glu 


Lys 


Gly 


Asp 


His, 
115 


Glu 


Glu 


Phe 


Asn 


Gin 
120 


Cys 


Gin 


Thr 


Gin 


Leu 
125 


Lys 


Ser 


Leu 




Ala 


Glu 


Asn 


Leu 


Pro Gly 


Asn 


Val 


Gly Glu Phe 


Thr 


Ala 


Tyr 


Arg 




130 










135 










140 










lie 


Leu Tyr Tyr 


lie 


Phe 


Thr 


Lys 


Asn 


Ser Gly Asp 


He 


Thr 


Thr 


Glu 


145 










150 










155 










160 


Leu 


Ala 


Tyr 


Leu 


Thr 
165 


Arg 


Glu 


Leu 


Lys 


Ala 
170 


Asp 


Pro 


Cys 


Val 


Ala 
175 


His 


Ala 


Leu 


Ala 


Leu 




Thr 


Ala 


Trp Ala Leu Gly Asn 


Tyr 


His 


Arg 


Phe 








180 










185 










190 






Phe 


Arg 


Leu 
195 


Tyr 


Cys 


His 


Ala 


Pro 
200 


Cys 


Met 


Ser 


Gly 


Tyr 
205 


Leu 


Val 


Asp 


Lys 


Phe 
210 


Ala 


Asp 


Arg 


Glu 


Arg 
215 


Lys 


Val 


Ala 


Leu 


Lys 
220 


Ala 


Met 


lie 


Lys 


TVir- 

X I1JL 


Tyr 


Val 


Val 


Pro 


Ser 


Ser 


Leu 


Leu 


Pro 


Leu 


Leu 


Phe 


Pro 


Ser 


Phe 












230 










235 










240 


Arg 


Leu 


Ala 


Pro 


Pro 


Leu 


Arg 


Pro 


Ala 


Pro Gly Arg 


Arg 


Pro 


Pro 


Pro 










245 










250 










255 




Ala 


Pro 


Asn 


Pro 


Cys 


Pro Gly 


Pro 


Cys 


Phe 


Pro 


Xle 


He 


Phe 


Leu 


His 








260 










265 










270 






Ser 


Ala 


Leu 


Pro 


Ser 


Pro 


Val 


Pro 


Leu 


Ala 


Leu 


Leu 


Val 


Gly His 


Leu 






275 










280 










285 








Cys 


Val 


Pro Gly 


His 


Ser 


Ser 


Pro 


Ser 


Pro 


His 


Cys 


Ser 


Gin 


Leu 


Thr 




290 










295 










300 










Ala 


Ser 


Gly Ala 


Ser 


Ser 


Pro 


Pro 


His 


Leu 


Cys 


Val 


Ser 


Ser 


Ser 


Cys 


305 










310 










315 










320 


Ser 


Leu 


Leu 


Pro 


Gly Pro 


Pro 


Ser 


Ser 


Leu 


Leu 


Ala 


Leu Gly 


Phe 


Leu 










325 










330 










335 




Arg 


Thr 


Leu 


Arg 
340 


Ser 


Leu 


Leu 


Ser 


Gin 
345 


Leu 


Val 


Ala 


Val 


Leu 
350 


Pro 


Pro 



<210> 4253 

<211> 1287 

<212> DNA 

<213> Homo sapiens 

<4O0> 4253 

nntacggctg cgagaagaca cagactgtgc aacccccaaa gcaggtctcc tcactcaccg 
60 

ggatagatag aactatcggc cccaattcct cagccctacc tgcaaccacc gcttgccatg 
120 

gtttccttgt gggtggaggg tactttcccg ccccctggtt tcgggcttgc ccacgtggct 
180 

tgctctggcc atggaatgaa gcagaaacga aagcctgcca gttctgagcc tatgccggaa 
240 

gacgccttgg gcggttccgc ggtccctgtg cgcttccacc ttcacccaga aggacttctc 
300 

tggtgcagcc gctgcttctt cagccacggc ccaaaaggat cggagccccc tggccgatcc 
360 
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gcaggtctgc agggagccac agagcgcagc ggccggccca gcgttcaagc ccaagcacag 
420 

gcctgcgaga accttgttcc agccaccgtt tgggatggtt gattaggact tgttgcagtg 
480 

gcggtagctc accaatccag tgcgtgcacc cgctccttta ttaggctata gagccagtgg 
540 

ctcccacagg gacctgatac aacagtgcgt taaataagga gcatafctgag ctctcatgtc 
600 

gtaagccagt ggagaagtcc agggctagtg tgggggctcc ggcgggggct gtggccccca 
660 

tccgcatgga gcctccccat ggttcacagg tctcagtctt cggagccttc ggccctgcga 
720 

gcccgaacgg tccacagggc ggcgccagac cctctttcga acgccatcct ctaaagcggc 
780 

tggaacaagg ttcttgcagg cctgtgcttg . ggcttgaacg ctgggccggg ccgctgcgct 
840 

ctgtggctcc ctgtaggcct gcggatcggc cagggggctc cgttcctttt gggcggaggc 
900 

tgaagaagca gcggctgcac cagagaaggc cctctgggtg aaggtgggag cgcacggggc 
960 

ccgcggaacc acctaaggcg acttcagacg tgggctcgga actggcagcc tttcgtttct 
1020 

gcttcattcc aaggccagag caagccacgt gggcaaaccc aaagccaggg gacaggaaag 
1080 

tatcctccac ccacaacgaa accatggcaa gcggtggatg caggtacggc caatagtcta 
1140 

tctatcccgg tgagtgagga gacctgcttt gagggttgca caacctggat ctgcttttac 
1200 

agtggtgtct gtcactatga agaccccaca gggcggcgcc agaccttctt tcgaacgcca 
1260 

tcctctaaag cctcggctcc aaccggt 
1287 

<210> 4254 
<211> 114 
<212> PRT 

<213> Homo sapiens 
<400> 4254 

Met Val Ser Leu Trp Val Glu Gly Thr Phe Pro Pro Pro Gly Phe Gly 

1 5 10 15 

Leu Ala His Val Ala Cys Ser Gly His Gly Met Lys Gin Lys Arg Lys 

20 25 30 

Pro Ala Ser Ser Glu Pro Met Pro Glu Asp Ala Leu Gly Gly Ser Ala 

35 40 45 

Val Pro Val Arg Phe His Leu His Pro Glu Gly Leu Leu Trp Cys Ser 

50 55 60 

Arg Cys Phe Phe Ser His Gly Pro Lys Gly Ser Glu Pro Pro Gly Arg 
65 70 75 80 

Ser Ala Gly Leu Gin Gly Ala Thr Glu Arg Ser Gly Arg Pro Ser Val 

; 85 90 95 

Gin Ala Gin Ala Gin Ala Cys Glu Asn Leu Val Pro Ala Thr Val Trp 
100 105 HO 

Asp Gly 
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<210> 4255 . 
<211> 2205 
<212> DNA 

<213> Homo sapiens 
<400> 4255 

cccgggcctc aaattctctg tcagaaatga agtaatggct accagccacg tcacagatga 
60 

atggatgaca caaatggaaa tgagtagcct gaacacttac attgtccgcc gttgcatagc 
120 

aacacccaat ggcgtcctca gaatttattc tgggtccctc atgggacaag cattggatcc 
180 

cactaggaaa caatggtatc tccatgcagt agctaatcca gggttgattt ctttgactgg 
240 

tccttactta gatgttggag gagctggtta tgttgtgaca atcagtcaca caattcattc 
300 

atccagtaca cagctgtctt ctgggcacac tgtggctgtg atgggcattg acttcacact 
360 

cagatacttc tacaaagttc tgatggacct attacctgtc tgtaaccaag atggtggcaa 
420 

caaaataagg tgcttcataa tggaggacag gggttatctg gtggcgcacc cgactctcat 
480 

cgaccccaaa ggacatgcac ctgtggagca gcagcacatc acccacaagg agcccctggt 
540 

agcaaatgat atcctcaacc accccaactt tgtaaagaaa aacctgtgca acagcttcag 
600 

tgacagaacg gtccagaggt tttataaatt caacaccagc cttgcggggg atttgacgaa 
660 

ccttgtgcat ggcagccact gttccaaata cagattagca aggatcccag gaaccaacgc 
720 

gtttgttggc attgtcaacg aaacctgcga ctctcttgcc ttctgtgcct gcagcatggt 
780 

ggaccgactc tgtctcaact gtcaccgaat ggaacaaaat gaatgtgaat gtccttgtga 
840 

gtgccctcta gaggtcaatg agtgcactgg caacctcacc aatgcagaga accgaaaccc 
900 

cagctgcgag gtccaccagg agccggtgac atacacagct attgaccctg gcctgcaaga 
960 

tgctcttcac cagtgtgtca acagcaggtg cagtcagagg ctggaaagtg gggactgttt 
1020 

tggggtgctg gattgtgaat ggtgcatggt ggacagtgat ggaaagactc acctggacaa 
1080 

accctactgt gccccccaga aagaatgctt cggggggatt gtgggagcca aaagtcccta 
1140 

cgttgatgac atgggagcaa taggtgatga ggtgatcaca ttaaaatgat taaaagcgcc 
1200 

cctgtgggtc ttgtggctgg agggatcatg ggatgcatca atggttttgg tcctggcggt 
1260 

gtatgcctac cgccaccaga ttcatcgccg gagccatcag catatgtctc ctcttgctgc 
1320 

ccaagaaatg tcagtgcgta tgtccaacct ggagaatgac agagatgaaa gggacgacga 
1380 
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cagccacgaa gacagaggca tcatcagcaa cactcggttt atagctgcgg tcatcgaacg 
1440 

acatgcacac agtccagaaa gaaggcgccg ctactggggt cgatcaggaa cagaaagtga 
1500 

tcatggttac agcaccatga gcccacagga ggacagtgaa aatcctccat gcaacaatga 
1560 

ccccttgtca gccggggtcg atgtgggaaa ccatgatgag gacttagacc tggatacccc 
1620 

ccctcagact gctgccctac taagtcacaa gttccaccac taccggtcac accaccctac 
1680 

acttcatcat agccaccact tacaggcggc cgtcacggta cacactgtcg atgcagaatg 
1740 

ctaacaatct cctcacctcc acgccaagat gagatctggg agctacagaa tgttctggaa 
1800 

agaaaaagaa ccggcttaaa acccacagca agagacctcc cttgtgtttg tgctttgtgc 
I860 

agagttgttt gagtcatttc ctgcctgtcg acatggttaa aaacgagaga aacaacaaca 
1920 

cagtcacatt tgtgaagatg tgaggctggt tctgaaatgg aggggaaata agcctgatga 
1980 

acagacctgc cataacacta atggaaggta acagaaggcg aacctccaaa cacagagacg 
2040 

gaacctgcaa gtgaagctga gccagaggaa tgttccaaag agccagaagc attcagctct 
2100 

ccttaactgg aagagagaaa aatctgctca cccagagact ggaatgtggc acatgcagat 
2160 

acaaatgtgt gcattgaaga tttcgctttg tttcttagcg gtacc 
2205 

<210> 4256 
<211> 384 
<212> PRT 

<213> Homo sapiens 
<400> 4256 

Met Ala Thr Ser His Val Thr Asp Glu Trp Met Thr Gin Met Glu Met 

1 5 10 15 

Ser Ser Leu Asn Thr Tyr lie Val Arg Arg Cys lie Ala Thr Pro Asn 

20 25 30 

Gly Val Leu Arg lie Tyr Ser Gly Ser Leu Met Gly Gin Ala Leu Asp 

' 35 40 45 

Pro Thr Arg Lys Gin Trp Tyr Leu His Ala Val Ala Asn Pro Gly Leu 

50 55 60 

lie Ser Leu Thr Gly Pro Tyr Leu Asp Val Gly Gly Ala Gly Tyr Val 
65 70 75 80 

Val Thr He Ser His Thr He His Ser Ser Ser Thr Gin Leu Ser Ser 

85 90 95 

Gly His Thr Val Ala Val Met Gly He Asp Phe Thr Leu Arg Tyr Phe 

100 105 110 

Tyr Lys Val Leu Met Asp Leu Leu Pro Val Cys Asn Gin Asp Gly Gly 

115 120 125 

Asn Lys lie Arg Cys Phe lie Met Glu Asp Arg Gly Tyr Leu Val Ala 

130 135 140 

His Pro Thr Leu He Asp Pro Lys Gly His Ala Pro Val Glu Gin Gin 
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145 150 155 160 

His lie Thr His Lys Glu Pro Leu Val Ala Asn Asp lie Leu Asn His 

165 170 175 

Pro Asn Phe Val Lys Lys Asn Leu Cys Asn Ser Phe Ser Asp Arg Thr 

180 185 190 

Val Gin Arg Phe Tyr Lys Phe Asn Thr Ser Leu Ala Gly Asp Leu Thr 

. 195 200 205 

Asn Leu Val His Gly Ser His Cys Ser Lys Tyr Arg Leu Ala Arg lie 

210 215 220 

Pro Gly Thr Asn Ala Phe Val Gly He Val Asn Glu Thr Cys Asp Ser 
225 230 235 ' 240 

Leu Ala Phe Cys Ala Cys Ser Met Val Asp Arg Leu Cys Leu Asn Cys 

245 250 255 

His Arg Met Glu Gin Asn Glu Cys Glu Cys Pro Cys Glu Cys Pro Leu 

260 265 270 

Glu Val Asn Glu Cys Thr Gly Asn Leu Thr Asn Ala Glu Asn Arg Asn 

275 280 285 

Pro Ser Cys Glu Val His Gin Glu Pro Val Thr Tyr Thr Ala He Asp 

290 295 300 

Pro Gly Leu Gin Asp Ala Leu His Gin Cys Val Asn Ser Arg Cys Ser 
305 310 315 320 

Gin Arg Leu Glu Ser Gly Asp Cys Phe Gly Val Leu Asp Cys Glu Trp 

325 330 335 

Cys Met Val Asp Ser Asp Gly Lys Thr His Leu Asp Lys Pro Tyr Cys 

340 345 350 

Ala Pro Gin Lys Glu Cys Phe Gly Gly He Val Gly Ala Lys Ser Pro 

3 55 360 365 

Tyr Val Asp Asp Met Gly Ala He Gly Asp Glu Val lie Thr Leu Lys 
370 375 380 

<210> 4257 

<211> 154.1 

<212> DNA 

<213> Homo sapiens 

<400> 4257 

agacgtcagt gccgtcgagg agctcttcag cgctgcgtac acgtgtaccc cagttcagtt 
60 

ttcttgacat cttcccaaaa gtcacctgca ggcctcccaa agaggtgata gacatggagc 
120 

tgagtgccct gaggagtgac acagagcctg ggatggatct ttgggagttc tgcagcgaaa 
180 

ctttccaaag accttaccag tatttaagac gattcaatcc aaacccagac cttaacccgg 
240 

ttcaagattc agaaaggttt tgccgaaggc cccccggagg aatgcctcca gcatttcctg 
300 

tttcactggg gggtaataaa cccatcctgg ccaaacctcc ggaactttgc tcggttcctg 
360 

aattatcagc tcagagattg tgaggcctct ctcttctgca atccgagttt tattggcgac 
420 

acactgaggg gcttcaagaa gttcgtggtg accttcatga tctttatggc aagagatttt 
480 

gccacaccat cactccacac ctctgaccaa agcccgggga agcacatggt caccatggat 
540 
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ggggttaggg aagaagatct agcgcccttc tccctccgga agaggtggga gtcggagcct 
600 

eacccatacg ttt tcttcaa : tgacgaccac acaaccatga cattcatcgg cttccatctg 
660 

cagcecaaca tcaacggcag tgtcgatgcc atcagtcact tgactgggaa ggtcatcaag 
720 

agagacgtca tgaccaggga cctgtaccag ggcctgctgc tccagagggt gcccttcaat 
780 

gtcgactttg ataaactgcc cagacacaag aaacttgaga ggctctgcct gaccttaggg 
840 

atcccccagg ccaccgaccc cgacaaaacg tatgagctca caaccgacaa tatgcttaaa 
900 

atccttgcca tcgagatgcg gttccggtgt gggatccccg ttatcatcat gggagaaact 
960 

ggctgtggga aaaccaggct tattaaattc cttagcgacc tgcggcgtgg tggtaccaat 
1020 

gctgacacca taaagctggt caaggtgcac ggaggaacaa ctgcagacat gatctactcc 
1080 

agagtcaggg aggctgaaaa tgtggccttc gccaataagg accaacatca gttggacacc 
1140 

atcttgtttt ttgatgaagc caacacaacg gaagctataa gctgtatcaa agaagtcctg 
1200 

tgtgatcata tggtggatgg ccagcctctg gctgaggact ctggcctgca tattatagct 
1260 

gcctgcaatc catacccgga gaactctgag gagatgatct gccgtttgga gtcagctggt 
1320 

ttgggctaca gggttagtat ggaggagacg gccgacaggc tgggctccat tcctctgggg 
1380 

tacacgtgta cgcagcgctg aagagctcct cgacggcact gacgtcctcc tttccaggat 
1440 

ttcaacgata tacaaatggc aggggttccg aagccacatt ttcccattta tatccattaa 
1500 

gtattgtaaa atgaggagct tgaaaagaaa cacccgaatt c 
1541 

<210> 4258 

<211> 314 

<212> PRT 

<213> Homo sapiens 

<400> 4258 

Met lie Phe Met Ala Arg Asp Phe Ala Thr Pro Ser Leu His Thr Ser 

1 5 10 15 

Asp Gin Ser Pro Gly Lys His Met Val Thr Met Asp Gly Val Arg Glu 

20 25 30 

Glu Asp Leu Ala Pro Phe Ser Leu Arg Lys Arg Trp Glu Ser Glu Pro 

35 40 45 

His Pro Tyr Val Phe Phe Asn Asp Asp His Thr Thr Met Thr Phe He 

50 55 60 

Gly Phe His Leu Gin Pro Asn He Asn Gly Ser Val Asp Ala lie Ser 
65 70 75 80 

His Leu Thr Gly Lys- Val He Lys Arg Asp Val Met Thr Arg Asp Leu 

85 90 95 

Tyr Gin Gly Leu Leu Leu Gin Arg Val Pro Phe Asn Val Asp Phe Asp 
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100 










105 










110 






Lys 


Leu 


Pro Arg 


His 


Lys 


Lys 


Leu Glu, Arg 


Leu 


Cys 


Leu 


Thr 


Leu 


Gly 






115 










120 










125 








lie 


Pro 


Gin 


Ala 


Thr 


ASD 


Pro 


Asp 


Lys 


Thr 


Tyr 


Glu 


Leu 


Thr 


Thr 


Asp 




130 










135 










140 










Asn 


Met 


Leu 


Lys 


He 


Leu 


Ala 


He 


Glu 


Met 


Arg 


Phe 


Arg 


Cys 


Gly 


He 












150 










155 










160 


Pro 


Val 


He 


He 


Met 


Glv 


Glu 


Thr Gly Cys 


Gly Lys 


Thr 


Arg 


Leu 


lie 










165 










170 










175 




Lys 


Phe 


Leu 


Ser 


Asp 


Leu 


Arq 


Arg Gly 


Gly 


Thr 


Asn 


Ala 


Asp 


Thr 


lie 








180 










185 










190 






Lys 


Leu 


Val 


Lys 


Val 


His 


Gly 


Gly Thr 


Thr 


Ala 


Asp 


Met 


He 


Tyr 


Ser 






195 










200 










205 








Arcr 


Val 


Arg 


Glu 


Ala 


Glu 


Asn 


Val 


Ala 


Phe 


Ala 


Asn 


Lys 


Asp 


Gin 


His 




210 










215 










220 










Gin 


Leu 


Asp 


Thr 


He 


Leu 


Phe 


Phe 


Asp 


Glu 


Ala 


Asn 


Thr 


Thr 


Glu 


Ala 


225 










230 










235 










240 


lie 


Ser 


Cys 


He 


Lys 


Glu 


Val 


Leu 


Cys 


Asp 


His 


Met 


Val 


Asp 


Gly 


Gin 










245 










250 










255 




Pro 


Leu 


Ala 


Glu 


Asp 


Ser 


Gly 


Leu 


His 


He 


He 


Ala 


Ala 


Cys 


Asn 


Pro 








260 










265 










270 






Tyr 


Pro 


Glu 


Asn 


Ser 


Glu 


Glu 


Met 


He 


Cys 


Arg 


Leu 


Glu 


Ser 


Ala 


Gly 






275 










280 










285 








Leu 


Gly 


Tyr 


Arg 


val 


Ser 


Met 


Glu 


Glu 


Thr 


Ala 


Asp 


Arg 


Leu 


Gly 


Ser 




290 










295 










300 










He 


Pro 


Leu Gly 


Tyr 


Thr 


Cys 


Thr 


Gin 


Arg 















305 310 

<210> 4259 

<211> 377 

<212> DNA 

<213> Homo sapiens 

<400> 4259 

tctgcgacgg gacccggcgt gcccatgtgt caggtgggcg aggactacgg ggagccggcg 
60 

cctgaggagc cgcccccggc gccgcggccc agccgtgagc agaagtgtgt gaagtgcaag 
120 

gaagcgcagc ccgttgtggt gatacgagcc ggagatgcct tctgcaggga ctgtttcaag 
180 

gccttctacg tccacaagtt cagagccatg ctgggcaaga accggctcat ctttccaggc 
240 

gagaaggtgc tcttggcgtg gtctgggggg ccttcgtcca gctccatggt ctggcaggtt 
300 

cttgagggcc tgagccaaga ttctgccaaa agactgcgct ttgtggcagg agtcatcttt 
360 

gttgacgagg gagcagc 
377 

<210> 4260 
<211> 125 
<212> PRT 

<213> Homo sapiens 
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<400> 4260 ' . 

Ser Ala Thr Gly Pro Gly Val Pro Met Cys Gin Val Gly Glu Asp Tyr 

1 5 10 ' 15 

Gly Glu Pro Ala Pro Glu Glu Pro Pro Pro Ala Pro Arg Pro Ser Arg 

20 25 30 

Glu Gin Lys Cys Val Lys Cys Lys Glu Ala Gin Pro Val Val Val He 

35 40 45 

Arg Ala Gly Asp Ala Phe Cys Arg Asp , Cys Phe Lys Ala Phe Tyr Val 

50 55 60 

His Lys Phe Arg Ala Met Leu Gly Lys Asn Arg Leu He Phe Pro Gly 
65 - 70 75 80 

Glu Lys Val Leu Leu Ala Trp Ser Gly Gly Pro Ser Ser Ser Ser Met 

85 90 95 

Val Trp Gin Val Leu Glu Gly Leu Ser Gin Asp Ser Ala Lys Arg Leu 

100 105 110 

Arg Phe Val Ala Gly Val He Phe Val Asp Glu Gly Ala 
115 120 125 

<210> 4261 

<211> 592 

<212> DNA 

<213> Homo sapiens 

<400> 4261 , 

acgcgttact cctaccaggt tgtagcatgc atctttttga gagagcagct gggatcgagt 
60 

atactcttga cttaaatatg tttgtttata aagacaaatg gagaaatcaa tttttttccc 
120 

tgaattctta ggagcacttt agtgaataaa gaacctgaca gtatgctggc ccacatgttt 
180 

aaggacaaag gtgtctgggg aaataagcaa gatcatagag gagctttctt aattgaccga 
240 

agtcctgagt acttcgaacc cattttgaac tacttgcgtc atggacagct cattgtaaat 
300 

gatggcatta atttattggg tgtgttagaa gaagcaagat tttttggtat tgactcattg 
360 ' 

attgaacacc tagaagtggc, aataaagaat tctcaaccac cggaggatca ttcaccaata 
420 

tcccgaaagg aatttgtccg atttttgcta gcaactccaa ccaagtcaga actgcgatgc 
480 

cagggtttga acttcagtgg tgctgatctt tctcgtttgg accttcgata cattaacttc 
540 

aaaatggcca atttaagccg ctgtaatctt gcacatgcaa atctttgctg tg 
592 

<210> 4262 - 

<211> 156 

<212> PRT 

<213> Homo sapiens 

<400> 4262 

lie Leu Arg Ser Thr Leu Val Asn Lys Glu Pro Asp Ser Met Leu Ala 
' i 5 10 15 

His Met Phe Lys Asp Lys Gly Val Trp Gly Asn Lys Gin Asp His Arg 
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*5 n 
z. u 










25 




30 






Gly 


Ala 


Phe 


Leu 


He 


Asp 


Arg 


Ser 


Pro Glu Tyr Phe 


Glu 


Pro 


He 


Leu 






J 3 










4 0* 




45 








Asn 


Tyr 


Leu 


Arcr 


His 


Gly Gin 


Leu 


He Val Asn Asp Gly 


He 


Asn 


Leu 




50 










55 




60 










Leu Gly 


Val 


Leu 


Glu 


Glu 


Ala 


Arg 


Phe Phe Gly lie Asp 


Ser 


Leu 


He 


65 










70 






75 








80 


Glu 


His 


Leu 


Glu 


val 


Ala 


He 


Lys 


Asn Ser Gin Pro 


Pro 


Glu 


As P 


His 










85 








90 






95 




Ser 


Pro 


He 


Ser 


Arg 


Lys 


Glu 


Phe 


Val Arg Phe Leu 


Leu 


Ala 


Thr 


Pro 








100 










105 




110 






Thr 


Lys 


Ser 


Glu 


Leu 


Arg 


Cys 


Gin 


Gly Leu Asn„ Phe 


Ser 


Gly Ala 


Asp 






115 










120 




125 








Leu 


Ser 


Arg 


Leu 


Asp 


Leu 


Arg 


Tyr 


lie Asn Phe Lys 


Met 


Ala 


Asn 


Leu 




130 










135 




140 










Ser 


Arg 


Cys 


Asn 


Leu 


Ala 


His 


Ala 


Asn Leu Cys Cys 











145 150 155 

<210> 4263 

<211> 7710 

<212> DNA 

<213> Homo sapiens 

<400> 4263 

cagaggaatc tgttcctcaa ggcattcacg gacttcctgg ccttcatggt cctctttaac 
60 

tacatcatcc ctgtgtccat gtacgtcacg gtcgagatgc agaagttcct cggctcttac 
120 

ttcatcacct gggacgaaga catgtttgac gaggagactg gcgaggggcc tctggtgaac 
180 

acgtcggacc tcaatgaaga gctgggacag gtggagtaca tcttcacaga caagaccggc 
240 

accctcacgg aaaacaacat ggagttcaag gagtgctgca tcgaaggcca tgtctacgtg 
300 

ccccacgtca tctgcaacgg gcaggtcctc ccagagtcgt caggaatcga catgattgac 
360 .... 
tcgtccccca gcgtcaacgg gagggagcgc gaggagctgt ttttccgggc cctetgtctc 
420 

tgccacaccg tccaggtgaa agacgatgac agcgtagacg gccccaggaa atcgccggac 
480 . 

ggggggaaat cctgtgtg[ta catctcatcc tcgcccgacg aggtggcgct ggtcgaaggt 
540 

gtccagagac ttggctttac ctacctaagg ctgaaggaca attacatgga gatattaaac 
600 

agggagaacc acatcgaaag gtttgaattg ctggaaattt tgagttttga ctcagtcaga 
660 

aggagaatga gtgtaattgt aaaatctgct acaggagaaa tttatctgtt ttgcaaagga 
720 

gcagattctt cgatattccc ccgagtgata gaaggcaaag ttgaccagat ccgagccaga 
780 

gtggagcgta acgcagtgga ggggctccga actttgtgtg ttgcttataa aaggctgatc 
840 

caagaagaat atgaaggcat ttgtaagctg ctgcaggctg ccaaagtggc ccttcaagat 
900 
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cgagagaaaa agttagcaga agcctatgag 
960 

gctacagctg ttgaggaccg gctgcaggag 
1020 

aaggccggga tcaaagtctg ggttctcacg 
1080 

tgctacgcct gcaagctctt ccgcaggaac 
1140 

atcgaggagc agagcctgca cgacgtcctg 
1200 

agcgggagcc tgaccagaga caacctctcc 
1260 

ttaattatcg acggagctgc actgtctctg 
1320 

ggcaactaca gggagctctt cctggaaatc 
1380 

cgcatggcgc ccttgcagaa ggctcagatt 
1440 

ccaatcacgt tagcaattgg cgatggtgca 
1500 

gtgggcatag gtgtcatcgg caaggaaggc 
1560 

atcccaaagt ttaagcattt gaagaagatg 
1620 

aggatctctg agctcgtgca gtacttcttc 
1680 

tttttatacc agttcttctg tgggttttca 
1740 

accctctaca acatcagctt cacctccctc 
1800 

catgttggca ttgacgtgct caagagagac 
1860 

gccctgctgc gctggcgcgt gttcatctac 
1920 

gtgttcttct ttggtgctta tttcgtgttt 
1980 

atatttggaa actggacgtt tggaacgctg 
2040 

ctaaagcttg cattggacac acactactgg 
2100 

tcgctgctgt tctacgttgt cttttcactt 
2160 

aactaccaga ggatgtacta cgtgttcatc 
2220 

gccatcgtgc tgctggtgac catcagcctc 
2280 

cggcagctgt ggccaacagc aacagagaga 
2340 

gagcagtcaa ccatctttat gctttctcag 
2400 

aagagcccag gctaccagag cacctgtccc 
2460 

caggtgacac tcgcggcctg gaaggagaag 
2520 



caaatagaga 


aagatcttac 


tctgcttggt 


aaagctgcag 


acaccatcga 


ggccctgcag 


ggagacaaga 


tggagacggc 


cgcggccacg 


acgcagctgc 


tggagctgac 


caccaagagg 


ttcgagctga gcaagacggt 


cctgcgccac 


ggactttcag 


cagatatgca 


ggactacggt 


ataatgaagc 


ctcgagaaga 


cgggagttcc 


tgccggagct 


gcagcgcggt 


gctctgctgc 


gttaaattaa 


tcaaattttc 


aaaagagcac 


aatgatgtca 


gcatgattct 


ggaagcgcac 


cgccaggctg 


ccaggaacag 


cgactatgca 


ctgcttgttc 


acgggcattt 


ttattacatt 


tataagaacg 


tctgcttcat 


cttccctcag 


caacagactg 


tgcacgacac 


cgcgtatctg 


cccatcctcc 


tgtacagcct 


catggagcag 


ccgaccctgt 


acagggacgt 


cgccaagaat 


tggacgctcc 


tgggactgtt 


tgacgcaetg 


gaaaatacaa 


ctgtgacaag 


caacgggcag 


gtattcaccg 


tgatggtgtt 


cacagttaca 


acttggatca 


accattttgt 


catctggggg 


ctctggggag gagtgatctg 


gccgttcctc 


cagatgctgt 


ccagcgggcc 


cgcctggctg 


cttcccgacg 


tcctcaagaa 


agtcctgtgc 


gtccagacta 


agagccagtg 


cctttctgtc 


acttccagca gcctgagttt 


ctgatggaac 


tcggccgcct 


ggtacagctc 


ccactctcag 


gtgtccacgg 


agcccccacc 


catcctcggc 
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ttccatccca agtcacagct gccctaggtc ccgtgtggga 

cctaagcctg tggagactgt gcacgtgcct cttcctggcc 

gtcacaggcc ttgccctcga gcatggcacc ctggccgcct 

tgagccacac cagtggcctc tgggcattcg gctcaacgca 

caccctgcgc gctgtcatgc agaggccatt cctccaggcc 

gtcattggcc tttgctgtca ctgggagaga agagccgtcc 

atgtggatgc cacatgctgc tgtttcctgc ttgcccggcc 
2940 ' 

accacccatg ccctccatag, ggtgaggtgg agccatggtg gtgcgtcctt tactcaacaa 
3000 

ccctccaatc cggatgctgt gggaagggcc gggtcactcg gataccatca tccctgcgga 
.3060 

tgcaccgccg taccctgctc atctgggagt ggtttccctg cggttacgtc caagcccgcc 
3120 

tgccctgtgt gttggggctg gctgagtttc ggtctcccca tcaccggccg cctcgtggag 
3180 

aaggcagtgc cacgtgggag gacaaggcca cgccggcagc ttccagccct gccgcagaag 
3240 

tgccaggatg tccatcagcc actcgccagg gcacggagcc gtcagtccac tgttacggga 
3300 

gaatgttgat ttcgcgggtg cgagggccgg gagacagata cttggctgtg atgagcagac 
3360 

atcctctgtc cccgtggagg ggtcaacacc aaggtggtgt tcgtgcacca gaacctgtct 
3420 

cgggctgacg ggggtggcac acaggacacg ggtggatccc aacaggcagc accgcacctc 
3480 

cgcccgcctc ccgcactgca gctccgcccg ccgggctctg cgtctccacg tcccctcgtc 
3540 

ccatccccac gtcccctcat cccgtcacct cgtccccaca tccccttgcc ccgtcacctc 
3600 

gtcctcatgt ccccttgtcc tgtcacctcg tccccacgtc ccctcgtctc atccccacgt 
3660 

cctctcgtcc ccttgtcccg tccccacata ccctcgtccc catgtcccca cgcagggctc 
3720 

tccttcgtct taggatctgt ccagcgctgc tctgggtggg ttagcaaccc cagggctgct 
3780 

gtgataggaa gtccctgttg ttctccgtac tggcatttct atttctagaa ataatatttg 
3840 

acatagcctt aatggtcctt aaagaagaca tttcagtgtg agattcagac ttcagacgct 
3900 

gaaactgctg cctttcagga aagcaccacc aacgctggag gaggagccgg ccctcacgcc 
3960 

cgccccgcgc cacgctgtgg aacggggctc cggcaagtga aacccagagg gtgtttccga 
4020 

ggtgctcgac agtaggtatt tttggaagct cagatttcac catttgattg tataatcttt 
4080 

tacctataaa atatttattt gaagtagagg gtaaatcagc ggtaagaaca gtgaacacag 
4140 



ggttcccatc accactgcag 
2580 

atgctcgtgt gatggatggt 
2640 

cccagcaggc aaggaggggg 
2700 

ggacccagca ctgtggttgt 
2760 

ggagggacat tctgctggcc 
2820 

tgtgtcttca cccacctgcc 
2880 

agggacccat ggtggcccac 
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tggttgggat aaaataaggt gacaaacatc 
4200 

cttgagcaga cagaacgggg aagactccac 
4260 , 
ccagggccac cctgccctga ggtccttgtg 
4320 

gctgcccccg caaacaatgg tgtgtgcgtt 
4380 

gcataaatgt aacacctgta gcgggggcag 
4440 

tgtaatgtat ttttttagaa atcttaaaat 
4500 

tttatatctc ttttattcat ttatttaaca 
4560 

agctttcatt tttaagttta tgaaattttg 
4620 

tttgactgaa tgttccaatc tctgatgaat 
4680 

cacacacctc ttcttttctt ggtatttctg 
4740 

aggcacgata atttgctaca ctttttcttt 
4800 

tgtttcattg ttaattgcca tccttcagcc 
4860 

tagtaagttg ggtcccagct ctgcctgtgt 
4920 

agttttagtg tgaaagtcac taaactttta 
4980 

ttgggaaatt attaaatgaa tgtgcctgat 
5040 

aaaagaaaag gatgagaaga tcctcagtga 
5100 

cacctcgcag tagttagtat ttacttgcct 
5160 

tttgagcact ttgttgagtt ttgaaaaatc 
5220 

tcaatttgta attcagcatg ttggtcagag 
5280 

ccacagaccg tctcagacac gcacagtggg 
5340 

cacagaccgt ctcagacacg cacagtgggc 
5400 

acagaccgtc tcagacacgc acagtgggcc 
5460 

ccacgctcac tcatagccat gtccacatgg 
5520 

acatgtaccc accacaaacg tgcaagctcc 
5580 

caagtgtgag ctcctacacg catacacaca 
5640 

acctacagac atgcagaaca tgcacgtgta 
5700 

ctacacaata catatgcaca tatcatgaac 
5760 



acaccaaaga tgagggtagc gagcaactgg 
tctgtcccga ggggccagcc gcaggcgtcc 
tggccgccct ggcttggcag ccctgcccac 
tttacagccc tttttaggaa cccaatatgg 
attctctgta tgttcagtta acaaattatt 
tgcctttgca ctgaagtatt ttcatagctg 
tactgtctaa ttttaaaaat aggtttttaa 
gccactttac atttagattc tggtgagagt 
gcgaattttc agatttgatt ttattctcta 
gtggcagtga ttagttgaac agcacattta 
acaatttgtt gcaatttcat ctgctttcta 
ttaaaaatag aagattctca cgtgaaggtt 
ggagatagtc accatgtacc tctgacaaca 
cacactccca aacgtctttt taaaaattgc 
gatttgaaat agacaagggg cacgagataa 
atgacgttgc agggtcttca tgcaattttc 
taaactaact ttgaagcaag taatgtcaac 
ttatttgttg ctgcacaggt taataaatta 
acacggtcac tgattcacac ccagtccctg 
cctgctgcat gattcacacc cagtccctgc 
ctgctgcatg attcacaccc agtccctgcc 
tgctgcatgc gtgttacctg gcttttggct 
gggcttgcac acaggatcac tcacatatgt 
tgcacacatg catgcacaca aacgtgtaca 
cacacgtgta catgcaccaa agcatgtgtg 
cacataccac agacacgcgt gtgcatgctc 
agcataagtt cctacacacg gacgtgtgat 
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acacacatgc atgtacaggt aagcacacat gtacaagctc ctacaggctt gctctcacac 
5820 

acgtgtatgc acagcagaga gacgtatgag cttctactgc acacatgcac acacacacgc 
5880 1 

acacgtacat tcactacaca cgtgcagcct cctgcacacg tgcacattca tgtgtacacc 
5940 

acaaatgagt tcccagacgt gtaaacacac gtgcacacat cgtacacatg tgagctccca 
6000 

cacgtacaca cagatgcaca tggacacacc ccaaacacgc acaggctcct acacacatgc 
6060 

acacacgtgt acaccacaaa cgagctccca gacatgtaaa cacatgtctc ccacacgtga 
6120 

gctcccacac atgtacacat gcacatgtac gcaccacaaa cacatgcgca ggctcctgca , 
6180 

ggcgtgaata cacacatgca cacacatata cacacacgtg ccacaaacaa gtgcacactg 
6240 

tcctggtgtc ctgcactgca tcctgcctcc ttgctgaggg gcccctgtga gaggcctctg 
6300 - 
gatgggcatg ggaagatggg ctccctggcc cccagcccat gcctccctgg gatgaagagt 
6360 

ccccctcctg gcagaatgtc tgggctttgc agagcaggcc ccgggggtga agtcgcagct 
6420 

tcacttacac cagctgctct gtgagcaagg cttggtgccc tggacaaggc ccttcccctt 
6480 

tagggaggtc cagcctcgca agctgaaacc tcccctcggc tcagccctat accaggcggc 
6540 

cacagcagga ctggccacac ccacgccgca cctcatccgt gcacgcgtcg gagcacggcc 
6600 

agccttccgc cacgagccag ctgggaaggg ccgcggccgc ctaaagcccc agtcaaccca 
6660 

gcctgtgtct gagcagacag ggcgaacaag caggccacac cgtctcgagg gaggaggcca 
6720 

gatgcggcca gcgtctccaa cagggtgacc atccgctcgg cttgctgagc gtttaaacaa 
6780 

atgtttagac aggctgtggg gactcccctg agttgagcct tggccagggg tccggtgctg 
6840 

tcgcgggaaa cctccagcct tgttcttcaa accactcagc tcatgtgttt tgcactgact 
6900 

agtactgaat aatacaacca ctcttattta atgttagtat tatttatttg acaactcagt 
6960 

gtctaacagc ttgatatgca ggtccttgca tcctacattt ctttaggaag ttacccattt 
7020 

gtaactttaa aaacaggaaa aatatcagtt ggcaaatgca atcttttttt tttttaagct 
7080 

aaaggtgggt gaactggaat gaaaatcttt ctgatgttgt gtctataagc agccttgatg 
7140 

ggatatgtta gaagtgtcat gaaagtgtga ttctactttt gcagaaaaat ctaaagatca 
7200 

atttatatag ctttattttt tactttatca aagtatacag aattttaata tgcatatatt 
7260 

gtgtctgact taaaattata atgtctgcgt caccatttaa aatgtctgtt cattatgtaa 
7320 

tgtaataaaa gaaggtcttc aaaaatgtat ttaacatgaa tggtatccat agttgtcatc 
7380 
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atcataaata ctggagttta tttttaaatt attaaacata gtaggtgcat taacataaat 
7440 

cagtctccac acagtaacat ttaactgata attcattaat cagctttgaa aaattaaatt 
7500 

gttaattaaa ccaatctaac atttcagtaa agtttatttt gtatgcttct gtttttaact 
7560 

tttatttctg tagataaact gactggataa tattatattg gacttttctc tagattatct 
7620 

aagcaggaga cctgaatctg cttgcaataa agaataaaag tctgcttcag tttctttata 
7680 

aagaaactca aaaaaaaaaa aaaaaaaaac 
7710 

<210> 4264 

<211> 797 

<212> PRT 

<213> Homo sapiens 

<400> 4264 

Gin Arg Asn Leu Phe Leu Lys Ala Phe Thr Asp Phe Leu Ala Phe Met 

1 5 10 15 

Val Leu Phe Asn Tyr lie lie Pro Val Ser Met Tyr Val Thr Val Glu 

20 25 30 

Met Gin Lys Phe Leu Gly Ser Tyr Phe lie Thr Trp Asp Glu Asp Met 

35 40 45 

Phe Asp Glu Glu Thr Gly Glu Gly Pro Leu Val Asn Thr Ser Asp Leu 

50 55 60 

Asn Glu Glu Leu Gly Gin Val Glu Tyr lie Phe Thr Asp Lys Thr Gly 
65 70 75 80 

Thr Leu Thr Glu Asn Asn Met Glu Phe Lys Glu Cys Cys lie Glu Gly 

85 90 95 

His Val Tyr Val Pro His Val lie Cys Asn Gly Gin Val Leu Pro Glu 

100 105 110 

Ser Ser Gly lie Asp Met lie Asp Ser Ser Pro Ser Val Asn Gly Arg 

115 120 125 

Glu Arg Glu Glu Leu Phe Phe Arg Ala Leu Cys Leu Cys His Thr Val 

130 135 140 

Gin Val Lys Asp Asp Asp Ser Val Asp Gly Pro Arg Lys Ser Pro Asp 
145 150 155 160 

Gly Gly Lys Ser Cys Val Tyr lie Ser Ser Ser Pro Asp Glu Val Ala 

165 170 175 

Leu Val Glu Gly Val Gin Arg Leu Gly Phe Thr Tyr Leu Arg Leu Lys 

180 185 190 

Asp Asn Tyr Met Glu lie Leu Asn Arg Glu Asn His lie Glu Arg Phe 

195 200 205 

Glu Leu Leu Glu lie Leu Ser Phe Asp Ser Val Arg Arg Arg Met Ser 

210 215 220 

Val lie Val Lys Ser Ala Thr Gly Glu lie Tyr Leu Phe Cys Lys Gly 
225 230 235 240 

Ala Asp Ser Ser lie Phe Pro Arg Val lie Glu Gly Lys Val Asp Gin 

245 250 255 

He Arg Ala Arg Val Glu Arg Asn Ala Val Glu Gly Leu Arg Thr Leu 

260 265 270 

Cys Val Ala Tyr Lys Arg Leu He Gin Glu Glu Tyr Glu Gly He Cys 
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275 280 285 

Lys Leu Leu Gin Ala Ala Lys Val Ala Leu Gin Asp Arg Glu Lys Lys 

290 . 295 300 

Leu Ala Glu Ala Tyr Glu Gin He Glu Lys Asp Leu Thr Leu Leu Gly 
305 310 - 315 320 

Ala Thr Ala Val Glu Asp Arg Leu Gin Glu Lys Ala Ala Asp Thr He 

325 330 335 

Glu Ala Leu Gin Lys Ala Gly He Lys Val Trp Val Leu Thr Gly Asp 

340 ' 345 350 

Lys Met Glu Thr Ala Ala Ala Thr Cys Tyr Ala Cys Lys Leu Phe Arg 

355 360 365 

Arg Asn Thr Gin Leu Leu Glu Leu Thr Thr Lys Arg He Glu Glu Gin 

370 375 380 

Ser Leu His Asp Val Leu Phe Glu Leu Ser Lys. Thr Val Leu Arg His 
385 390 395 400 

Ser Gly Ser Leu Thr Arg Asp Asn Leu Ser Gly Leu Ser Ala Asp Met 

405 410 415 

Gin Asp Tyr Gly Leu He He Asp Gly Ala Ala Leu Ser Leu He Met 

420 425 430 

Lys Pro Arg Glu Asp Gly Ser Ser Gly Asn Tyr Arg Glu Leu Phe Leu 

435 440 445 

Glu He Cys Arg Ser Cys Ser Ala Val Leu Cys Cys Arg Met Ala Pro 

450 455 460 

Leu Gin Lys Ala Gin He Val Lys Leu He Lys Phe Ser Lys Glu His 
465 470 475 480 

Pro He Thr Leu Ala He Gly Asp Gly Ala Asn Asp Val Ser Met He 

485 490 495 

Leu Glu Ala His Val Gly He Gly Val He Gly Lys Glu Gly Arg Gin 

500 505 510 

Ala Ala Arg Asn Ser Asp Tyr Ala He Pro Lys Phe Lys His Leu Lys 

515 520 525 

Lys Met Leu Leu Val His Gly His Phe Tyr Tyr He Arg He Ser Glu 

530 535 540 

Leu Val Gin Tyr Phe Phe Tyr Lys Asn Val Cys Phe He Phe Pro Gin 
545 550 555 560 

Phe Leu Tyr Gin Phe Phe Cys Gly Phe Ser Gin Gin Thr Val His Asp 

565 570 575 

Thr Ala Tyr Leu Thr Leu Tyr Asn lie Ser Phe Thr Ser Leu Pro He 

580 585 590 

Leu Leu Tyr Ser Leu Met Glu Gin His Val Gly lie Asp Val Leu Lys 

595 600 605 

Arg Asp Pro Thr Leu Tyr Arg Asp Val Ala Lys Asn Ala Leu Leu Arg 

610 615 620 

Trp Arg Val Phe He Tyr Trp Thr Leu Leu Gly Leu Phe Asp Ala Leu 
625 630 635 640 

Val Phe Phe Phe Gly Ala Tyr Phe Val Phe Glu Asn Thr Thr Val Thr 

645 ' 650 655 

Ser Asn Gly Gin He Phe Gly Asn Trp Thr Phe Gly Thr Leu Val Phe 

660 665 670 

Thr Val Met Val Phe Thr Val Thr Leu Lys Leu Ala Leu Asp Thr His 

675 680 685 

Tyr Trp Thr Trp He Asn His Phe Val He Trp Gly Ser Leu Leu Phe 

6 90 695 700 

Tyr Val Val Phe Ser Leu Leu Trp Gly Gly Val lie Trp Pro Phe Leu 
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705 710 715 720 

Asn Tyr Gin Arg Met Tyr Tyr Val Phe lie Gin Met Leu Ser Ser Gly 

, 725 730 735 

Pro Ala Trp Leu Ala He Val Leu Leu Val. Thr He Ser Leu Leu Pro 

740 745 , 750 

Asp Val Leu Lys Lys Val Leu Cys Arg Gin Leu Trp Pro Thr Ala Thr 

755 760 765 - 

Glu Arg Val Gin Thr Lys Ser Gin Cys Leu Ser Val Glu Gin Ser Thr 

. 770 775 780 

He Phe Met Leu Ser Gin Thr Ser Ser Ser Leu Ser Phe 
785 790 795 

<210> 4265 

<211> 2422 

<212> DNA ; 

<213> Homo sapiens 

<400> 4265 

nnaggcgggc ctcgcgggtc cgggagcgcg gcggagacga tgcctgagat cagagtcacg 
60 

cccttggggg ccggccagga cgtgggccga agctgcatcc tggtctccat tgcgggcaag 
120 

aatgtcatgc tggactgtgg aatgcacatg ggcttcaatg acgaccgacg cttccctgac 
180 

ttctcctaca tcacccagaa cggccgccta acagacttcc tggactgtgt gatcattagc 
240 

cacttccacc tggaccactg cggggcactc ccctacttca gcgagatggt gggctacgac 
300 

ggccccatct acatgactca ccccacccag gccatctgcc ccatcttgct ggaggactac 
360 

cgcaagatcg ccgtagacaa gaagggcgag gccaacttct tcacctccca gatgatcaaa 
420 

gactgcatga agaaggtggt ggctgtccac ctccaccaga cggtccaggt agatgatgag 
480 

ctggagatca aggcctacta tgcaggccac gtgctggggg cagccatgtt ccagattaaa 
540 

gtgggctcag agtctgtggt ctacacgggt gattataaca tgaccccaga ccgacactta 
600 

ggagctgcct ggattgacaa gtgccgcccc aacctgctca tcacagagtc cacgtacgcc 
660 

acgaccatcc gtgactccaa gcgctgccgg gagcgagact tcctgaagaa agtccacgag 
720 

accgtggagc gtggtgggaa ggtgctgata cctgtgttcg cgctgggccg cgcccaggag 
780 

ctctgcatcc tcctggagac cttctgggag cgcatgaacc tgaaggtgcc catctacttc 
840 

tccacggggc tgaccgagaa ggccaaccac tactacaagc tgttcatccc ctggaccaac 
900 

cagaagatcc gcaagacttt tgtgcagagg aacatgtttg agttcaagca catcaaggcc 
960 

ttcgaccggg cttttgctga caacccagga ccgatggttg tgtttgccac gccaggaatg 
1020 

ctgcacgctg ggcagtccct gcagatcttc cggaaatggg ccggaaacga aaagaacatg 
1080 
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gtcatcatgc ccggctactg cgtgcagggc accgtcggcc acaagatcct cagcgggcag 
1140 

cggaagctcg agatggaggg gcggcaggtg ctggaggtca agatgcaggt ggagtacatg 
1200 

tcattcagcg cacacgcgga cgccaagggc atcatgcagc tggtgggcca ggcagagccg 
1260 • 

gagagcgtgc tgctggtgca tggcgaggcc aagaagatgg agttcctgaa gcagaagatc 
1320 

gagcaggagc tccgggtcaa ctgctacatg ccggccaatg gcgagacggt gacgctgccc 
1380 

acaagcccca gcatccccgt aggcatctcg ctggggctgc tgaagcggga gatggcgcag 
1440 

gggctgctcc ctgaggccaa gaagcctcgg ctcctgcacg gcaccctgat catgaaggac 
1500 

agcaacttcc ggctggtgtc ctcagagcaa gccctcaaag agctgggtct ggctgagcac 
1560 

cagctgcgct tcacctgccg cgtgcacctg catgacacac gcaaggagca ggagacggca 
1620 

ttgcgcgtct acagccacct caagagcgtc ctgaaggacc actgtgtgca gcacctcccg 
1680 

gacggctctg tgactgtgga gtccgtcctc ctccaggccg ccgccccttc tgaggaccca 
1740 

ggcaccaagg tgctgctggt ctcctggacc taccaggacg aggagctggg gagcttcctc 
1800 

acatctctgc tgaagaaggg cctcccccag gcccccagct gaggccggca actcacccag 
1860 

ccgccacctc tgccctctcc cagctggaca gaccctgggc ctgcacttca ggactgtggg 
1920 

tgcccGgggt gaacagaccc tgcaggtccc atccctgggg acagaggcct tgtgtcacct 
1980 

gcctgcccag gcagctgttt gcagctgaag aaacaaactg gtctccaggc tgtcttgcct 
2040 

ttattcctgg ttagggcagg tggtcctaga cagcagtttc cagtaaaagc tgaacaaaag 
2100 

actacttggt actctcttct tggtgtacat ggctgtgtcc tgcactgtgc cccatcccgc 
2160 

ctgggacaga gacgggcatc cagggtgctg ggacccgggc agggaggcta ctgtggagac 
2220 

caggcagcag tgctgtgggc cccaagcagc tgtgactgcc ctggcttgac cagcacaggg 
2280 

ttgggcctgg tgtggcctaa ctttggcttg agtgtccagg gtcatccgtg gctcccgaac 
2340 

tgtggcccct gcagggtgca ggaggcagca ccgaggttcc cgtacagcac tgacttgagg 
2400 

aataagccgt gggctggggc ta 
2422. 

<210> 4266 

<211> 613 .. 
<212> PRT 

<213> Homo sapiens 
<400> 4266 . 

Xaa Gly Gly Pro Arg Gly Ser Gly Ser Ala Ala Glu Thr Met Pro Glu 
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1 








5 






10 










15 




He 


Arg 


Val 


Thr 


Pro 


Leu Gly Ala 


Gly Gin 


Asp 


Val 


Gly 


Arg 


Ser 


Cys 








20 








25 








30 






He 


Leu 


Val 


Ser 


He 


Ala Gly Lys 


Asn Val 


Met 


Leu Asp 


Cys 


Gly 


Met 






35 








40 








45 








His 


Met 


Gly Phe 


Asn 


Asp 


Asp Arg 


Arg Phe 


Pro 


Asp 


Phe 


Ser 


Tyr 


He 




50 










55 






60 










Thr 


Gin 


Asn Gly Arg 


Leu 


Thr Asp 


Phe Leu 


Asp 


Cys 


Val 


He 


He 


Ser 


65 










70 






75 










80 


His 


Phe 


His 


Leu 


Asp 


His 


Cys Gly Ala Leu 


Pro 


Tyr 


Phe 


Ser 


Glu 


Met 










85 






90 










95 




Val 


Gly 


Tyr Asp Gly 


Pro 


He Tyr 


Met Thr 


His 


Pro 


Thr 


Gin 


Ala 


He 








100 








105 








110 






Cys 


Pro 


lie 


Leu 


Leu 


Glu Asp Tyr Arg Lys 


He 


Ala 


Val 


Asp 


Lys 


Lys 






115 








120 








125 








Gly Glu 


Ala 


Asn 


Phe 


Phe 


Thr Ser 


Gin Met 


He 


Lys 


Asp 


Cys 


Met 


Lys 




130 










135 






140 










Lys 


Val 


Val 


Ala 


Val 


His 


Leu His 


Gin Thr 


Val 


Gin 


Val 


Asp 


Asp 


Glu 


145 










150 






155 










160 


Leu 


Glu 


He 


Lys 


Ala 


Tyr Tyr Ala 


Gly His 


Val 


Leu 


Gly 


Ala 


Ala 


Met 










165 






170 










175 




Phe 


Gin 


He 


Lys 


Val 


Gly Ser Glu 


Ser Val 


Val 


Tyr 


Thr 


Gly 


Asp 


Tyr 








180 








185 








190 






Asn 


Met 


Thr 


Pro Asp 


Arg 


His Leu Gly Ala 


Ala 


Trp 


He 


Asp 


Lys 


Cys 






195 








200 








205 








Arg Pro 


Asn 


Leu 


Leu 


He 


Thr Glu 


Ser Thr 


Tyr 


Ala 


Thr 


Thr 


He 


Arg 




210 










215 






220 










Asp 


Ser 


Lys 


Arg 


Cys 


Arg Glu Arg Asp - Phe 


Leu 


Lys 


Lys 


Val 


His 


Glu 


225 










230 






235 










240 


Thr 


Val 


Glu Arg Gly 


Gly Lys Val 


Leu He 


Pro 


Val 


Phe 


Ala 


Leu 


Gly 










245 






250 










255 




Arg 


Ala 


Gin 


Glu 

260 


Leu 


Cys 


He Leu 


Leu Glu 
265 


Thr 


Phe 


Trp 


Glu 
270 


Arg 


Met 


Asn 


Leu 


Lys 


Val 


Pro 


He 


Tyr Phe 


Ser Thr 


Gly Leu 


Thr 


Glu 


Lys 


Ala 






275 








280 








285 








Asn 


His 
290 


Tyr 


Tyr 


Lys 


Leu 


Phe He 
295 


Pro Trp 


Thr 


Asn 
300 


Gin 


Lys 


He 


Arg 


Lys 


Thr 


Phe 


Val 


Gin 


Arg 


Asn Met 


Phe Glu 


Phe 


Lys 


His 


He 


Lys 


Ala 


305 










310 






315 










320 


Phe 


Asp 


Arg Ala 


Phe 


Ala 


Asp Asn 


Pro Gly 


Pro 


Met 


Val 


Val 


Phe 


Ala 










325 






330 










335 




Thr 


Pro 


Gly Met 


Leu 


His 


Ala Gly Gin Ser 


Leu 


Gin 


He 


Phe 


Arg 


Lys 








340 








345 








350 






Trp 


Ala 


Gly Asn Glu 


Lys 


Asn Met 


Val He 


Met 


Pro Gly 


Tyr 


Cys 


Val 






355 








360 








365 








Gin Gly 


Thr 


Val 


Gly 


His 


Lys He 


Leu Ser 


Gly Gin Arg 


Lys 


Leu 


Glu 




370 










375 






380 










Met 


Glu 


Gly Arg Gin 


val 


Leu Glu 


Val Lys 


Met 


Gin 


Val 


Glu 


Tyr 


Met 


385 










390 






395 










400 


Ser 


Phe 


Ser 


Ala 


His 
405 


Ala 


Asp Ala 


Lys Gly 
410 


He 


Met 


Gin 


Leu 


Val 
415 


Gly 


Gin 


Ala 


Glu 


Pro 


Glu 


Ser 


Val Leu 


Leu Val 


His 


Gly Glu 


Ala 


Lys 


Lys 








420 








425 








430 






Met 


Glu 


Phe 


Leu 


Lys 


Gin 


Lys He 


Glu Gin 


Glu 


Leu 


Arg 


Val 


Asn 


Cys 
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435 440 
Tyr Met Pro Ala Asn Gly Glu Thr Val 

450 455 
lie Pro Val Gly lie Ser Leu Gly Leu 
465 470 
Gly Leu Leu Pro Glu Ala Lys Lys Pro 
485 

He Met Lys Asp Ser Asn Phe Arg Leu 
500 505 
Lys Glu Leu Gly Leu Ala Glu His Gin 

515 520 
His Leu His Asp Thr Arg Lys Glu Gin 

530 535 
Ser His Leu Lys Ser Val Leu Lys Asp 
545 550 
Asp Gly Ser Val Thr Val Glu Ser Val 
565 

Ser Glu Asp Pro Gly Thr Lys Val Leu 
580 585 
Asp Glu Glu Leu Gly Ser Phe Leu Thr 

595 600 
Pro Gin Ala Pro Ser 
610 

<210> 4267 
<211> 2230 
<212> DNA 
<213> Homo sapiens 

<400> 4267 

gccggcgcgc ccgttgggca ctgggggacg cgggcgcgtc aggtgaagac tgggggctgc 
60 

aggcgcgcta ggagaactat gccatttttg ggtcaggact ggagatctcc tggatggagt 
120 

tggattaaga cagaagatgg ctggaagaga tgtgaatctt gtagtcagaa acttgaaaga 
180 

gagaataacc attgtaacat cagtcacagc attatcttaa atagtgaaga tggagaaata 
240 

ctcaataatg aagagcatga atatgcatcc aaaaaaagga aaaaggacca ttttagaaat 
300 

gacacaaata ctcaaagttt ttatcatgaa aaatggatct atgtccataa agaaagcaca 
360 

aaagaaaggc atggctattg caccctggga gaaaccttta atcggttaga cttctcaagt 
420 

gcaattcaag atatccgaag gttcaattat gtggtcaaac tgttgcagct aattgcaaaa 

480 • 

tccca'gttaa cttcattgag tggcgtggca cagaagaatt acttcaacat tttggataaa 

540 

atcgttcaaa aggttcttga tgaccaccac aatcctcgct taatcaaaga tcttctgcaa 
600 ; 

gacctaagct ctaccctcnt gcattcttat tagaggagta gggaagtctg tattagtggg 
660 

aaacatcaat atttggattt gccgattaga aactattctc gcctggcaac aacagctaca 
720 



445 

Thr Leu Pro Thr Ser Pro Ser 
460 

Leu Lys Arg Glu Met Ala Gin 
475 480 
Arg Leu Leu His Gly Thr Leu 
490 495 
Val Ser Ser Glu Gin Ala Leu 
510 

Leu Arg Phe Thr Cys Arg Val 
525 

Glu Thr Ala Leu Arg Val Tyr 
540 

His Cys Val Gin His Leu Pro 
555 560 
Leu Leu Gin Ala Ala Ala Pro 
570 575 
Leu Val Ser Trp Thr Tyr Gin 
590 

Ser Leu Leu Lys Lys Gly Leu 
605 
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ggatcttcag atgactaagc aagtaacaat 
780 

atgctgaaca acatcctata ccggttctca 
840 

gtgaccccca cgttgtatat gcttagtgaa 
900 

taccattttg ctgaaaagca gttttgtaga 
960 

gaatggaagt tgatgtactt tgcacttcag 
1020 

gacacactgc atttctgtcg gcactgcagc 
1080 

tgcacgcggc cgaccctgac agctgcttca 
1140 

ttcaagtttt aagggctgcc cctgccatcc 
1200 

gcagggctca tagtgagtgt tctgtgaggt 
1260 

cagaaagcct gggaagaact gcccttctgc 
1320 

cactgaaagt cagaggccaa ggaaatcatt 
1380 

attaaaatgt gaaattttgc gtactctctc 
1440 

ggtggtcagc tccacattct ttgttgacgt 
1500 

ttatcaaatt atagtttccc aattgggaaa 
1560 

tccttgtaaa tacattgtac agaatattta 
1620 

attggctgtg ccaaatgagt cctctttgaa 
1680 

ttcttgtctt agggattatg gatcggggta 
1740 

cagtggtctc tgtggctcct aggcatccag 
1800 

gttgggggct ggtctgtgca taatcctgga 
1860 

acttcaattg tgttgaaact actttaatag 
1920 

tttaaacttc atcagttttg catcctactg 
1980 

cttaaaagat tgcttcgttt ttaaaataac 
2040 

gtcccaccac ccaaagatta ttgtgcatgc 
2100 

gcataggata gaaacgtatt gttgtatatt 
2160 

gcaaatcatt tctacttttt cctttaagca 
2220 

taaaacaaca 
2230 

<210> 4268 



ggcctcaccc tcagtgacct tcctctgcac 
gacggatggg acatcatcac cttaggccag 
gacagacagc tgtggaagaa gctttgtcag 
catttgatcc tttcagaaaa aggtcatatt 
aaacattacc cagcgaagga gcagtacgga 
attctctttt ggaaggactc aggacacccc 
cgcgtgtctc cgcagcactt catcgacctc 
ctattggaga ttgtgaatcc tgctgtctgt 
gggtggagac tcctcggaag cccctgcttc 
aaagggggga ctgcatggtt gcattttcat 
tctacttctt taaaaactcc ttctaagcat 
tctctatata tatagttcaa aaatacttta 
gacactaacg gccaataata tgcttcttaa 
ctaattgggg gtgggttaca aaacatttga 
ttttttctca aaatgcattt taactactac 
tagaaagtga acccagggca atgacagcca 
tgaattgtgc acacgcagcc caacaacggg 
cacaggttct ggcagggcac ccctgctggg 
ctgtgatggg aacagcccag tgcagtctaa 
acaaagtaat aaatcatgtt tatctattga 
agaaatgtta gtgattttga tacttaaatc 
gcatgtccat tttagaaaat tagaaaatca 
tgaaaagagt atgaaaaatc ccctcagcag 
tccatttttg aatagggtca aggagcetaa 
taataataaa agtatacttt tatggcgtta 
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<211> 210 
<212> PRT 

<213> Homo sapiens 
<400> 4268 ~ 

Ala Gly Ala Pro Val. Gly His Trp Gly Thr Arg Ala Arg Gin Val Lys . . 

1 5 10 15 

Thr Gly Gly Cys Arg Arg Ala Arg Arg Thr Met Pro Phe Leu Gly Gin 

20 25 30 

Asp Trp Arg Ser Pro Gly Trp Ser Trp lie Lys Thr Glu Asp Gly Trp 

35 40 45 

Lys Arg Cys Glu Ser Cys Ser Gin Lys Leu Glu Arg Glu Asn Asn His 

50 55 60 

Cys Asn lie Ser His Ser lie He Leu Asn Ser Glu Asp Gly Glu lie 
65 70 75 80 

Leu Asn Asn Glu Glu His Glu Tyr Ala Ser Lys Lys Arg Lys Lys Asp 

85 90 95 

His Phe Arg Asn Asp Thr Asn Thr Gin Ser Phe Tyr His Glu Lys Trp 

100 105 110 

lie Tyr Val His Lys Glu Ser Thr Lys Glu Arg His Gly Tyr Cys Thr 

115 120 125 

Leu Gly Glu Thr Phe Asn Arg Leu Asp Phe Ser Ser Ala lie Gin Asp 

130 135 140 

lie Arg Arg Phe Asn Tyr Val Val Lys Leu Leu Gin Leu lie Ala Lys 
145 150 155 160 

Ser Gin Leu Thr Ser Leu Ser Gly Val Ala Gin Lys Asn Tyr Phe Asn 

165 170 x 175 

lie Leu Asp Lys lie Val Gin Lys Val Leu Asp Asp His His Asn Pro 

180 185 190 

Arg Leu lie Lys Asp Leu Leu Gin Asp Leu Ser Ser Thr Leu Xaa His 
195 200 205 

Ser Tyr 
210 

<210> 4269 

<211> 5748 

<212> DNA 

<213> Homo sapiens 

<400> 4269 

gcttccttca cagggggaag aaccaacaac gcagagaccg tgggaaagag cccagcctat 
60 

cgaaggtgct caatgaacag gagccgcgct atcgtccaga gaggacgcgt gctgccgcct 
120 

cccgcccctc ttgacacgac gaacctggcc ggccgcagaa cgctccaggg ccgagcgaag 
180 

atggcctcgg tgccggtgta ttgcctctgc cggctgcctt acgatgtgac ccgcttcatg 
240 

atcgagtgtg acatgtgcca ggactggttt catggcagtt gtgttggtgt tgaagaggag 
300 . 

aaggctgctg acattgacct ctaccactgc cccaactgtg aagtcttgca tgggccctcc 
360 

attatgaaaa aacgccgtgg atcttcaaag gggcatgata cacacaaggg gaaaccagtg 
420 
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aagaccggga gccctacgtt 
480 

gaagtgattc tgaagcccac 
540 

ttcagtgtgc ccatcctggt 
600 

tcattcactg tgagggatgt 
660 

gatgtgaccc gccaggctga 
720 

agcgggaaga gggagaaagt 
780 

tctaaccttg tggagacacc 
840 

ccagaggaat gtgtctttga 
900 

gatagctata cagactttca 
960 

aagggtgaaa agatcttcta 
1020 

tgctggagca gttcctctaa 
1080 

tacaagtgtt ccgttaagca 
1140 

gtgctgacgc ctgtggactg 
1200 

gagatgcagc tcaaagccta 
1260 

ttccccaact ttgagaccat 
1320 

ggtttgcgag agaacaggag 
1380 

aacttggcct ttagagcctg 
1440 

ccggagacag tgcgaaccgt 
1500 

gaagacatct tccaacagaa 
1560 

ttcccagccg gctccattcc 
1620 

aggctgtcac tgccctccaa 
1680 

ttcaagaagg cagagcgaaa 
1740 

agctataatc tcatggacac 
1800 

gcaaagttca acatcactgg 
1860 

gaccttgatg gaaatgagag 
1920 

gtgaagagtt tatccaaatc 
1980 

ctgatggcag aacaggtgat 
2040 



cgtcagagag ctccggagta 
tggaaatcaa ctgaccgtgg 
cctgaagaag gatgggttgg 
tgaacactat gttggttctg 
ctgcaagatg aagcttggtg 
cctcaatgtc attagtttgg 
gaagattgtt cgaaagctgt 
gagacccaat gtacagaagt 
cattgacttt ggtggcacct 
cctgatccgc ccaacaaatg 
tcagaatgag atgttctttg 
aggacagaca cttttcattc 
ccttgccttt ggagggaact 
tgagattgag aagcggctga 
ctgttggtat gtgggaaagc 
acaccctgcc tcctacctgg 
gacaaggaaa gaagctctgc 
acagctcatt aaagatctgg 
cgttgggaag acgagcaata 
cctaaccagg ccagcccatt 
aaatggttca aagaagaaag 
gggcaaggag agttcagcct 
atacagtcat caggcactga 
tgcctgcttg aatgactcag 
cccattggcc ctattgatgt 
tcggcgaacc aagatagcaa 
ggaagacgaa tttgacttgg 



ggacttttga cagctcagat 
aattcctgga agaaaatagc 
gcatgacgct gccctcgcca 
acaaagagat tgatgtgatt 
attttgtgaa atactattac 
aattctctga taccagactt 
catgggtcga aaacttgtgg 
actgcctcat gagtgtgcga 
ctgtctggta ccatgtactc 
ccaatctgac tctctttgag 
gggaccaggt ggacaagtgc 
ccacagggtg gatccatgct 
tcttacacag ccttaacatc 
gcacagcaga cctcttcaga 
acatcctgga catctttcg.c 
tccatggtgg caaagccttg 
cagaccatga ggatgagatc 
ccagggagat ccgectggtg 
tctttgggct gcagaggatc 
ccacttcagt gtc'catgtcc 
gcctgaagcc caaggaactc 
tggggcctgc tggccagttg 
agacaggctc tttccagaaa 
atgacgactc accagacttg 
ctaacggcag tacgaaaagg 
agaaggtaga caaggctagg 
attcagatga tgagctgcag 
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attgacgaga gattgggaaa 
2100 

aaattgcccc gtgcgaagcc 
2160 

gagtttgaca ttgaggagga 
2220 

aagcttggga atggtagtgg 
2280 

gtggggggac ctgactatgc 
2340 

gccatccagg gcatgctgtg 
2400 

Xctagcctgc aggcctggtg 
2460 

gggctgggca cagtgtctaa 
2520 

aagcggccag catactggag 
2580 

gaacaggaca gcttgggagc 
2640 

tctgatgatg atgaccctgc 
2700 

gctccatgga gtcctaaagc 
2760 

cgtgagggga cccgggtagc 
2820 

gcccagcagg agctacagaa 
2880 

aaggaggtag aacagcctcg 
2940 

actgtggctg ccacaccaca 
3000 

aaacaagagg ccctgtcagg 
3060 

tttggcatgg cccaggcaaa 
3120 

cagcggcgcc cttcagttgg 
3180 

aagggcctgg ccacagcaaa 
3240 

aaactacttc tgtgagccct 
3300 

tccattgtca actcttgggg 
3360 

gcattgtcct gctttcttgg 
3420 

gttcccttcc ccactttcac 
3480 

atgggagagg tttccagctg 
3540 

acctgccttg tctgttcttt 
3600 

gaggtatgaa ggagcctgag 
3660 



ggagaaggcg accctgataa 
ttgctctgac cccaaccgag 
ctatacaaca gatgaggaca 
cgctggtggc attcttgatc 
tgccctcacc gaggccccag 
catggccaac ctgcagtcct 
gactggggga caggatcgaa 
cagtcctgct tcccagcgca 
aaccgagagc gaggaggagg 
gtgcttcaag gatgcagagt 
tttgaaatct cgacccaaga 
ccgcgtgacc ccaactctgc 
ctctattgag acaggtttgg 
ggcccaaaag aagaaatata 
ccctcaagac tccaatctca 
acttgtcacc tcctcctcac 
aagtctcgct gaccatgagt 
ccgcagcacc acacctatgg 
ctcccagagc aatcaggcag 
gcagagactc ggccgtatcc 
cctgtgtccc acccctcacc 
cactcctgga tcctatctgc 
gacttaccaa aggcacggac 
tagagcatcc tgcctgcctt 
actagaaccc tcttttctac 
attcttcatc ccccgctaga 
ccatgaagtg ggaagcccag 



taagaccaaa atttccccgg 
ttcgtgaacc aggagaagtt 
tggtggaagg ggttgaaggc 
tgctcaaggc cagcaggcag 
cttctcccag cactcaggag 
catcgtcctc accggctacc 
gcagtgggag ctccagcagt 
ccccagggaa gcggcccatc 
aggagaacgc cagtctggat 
atatctatcc ttcactggag 
aaaagaagaa ttcagatgat 
cgaagcagga ccgtcctgtg 
ctgcagcagc tgcaaagctg 
tcaagaagaa gcctttgctg 
gtctgacagt accagccccc 
ccctgcctcc tcctgagcct 
acaccgctcg tcccaatgcc 
cccccggtgt cttcttgacc 
gacaaggaaa gcgtcccaaa 
tgaaaatcca cagaaatggc 
cctttacccc cattgccttc 
cctggacaag gtgctgaggt 
ccctccaccg actccttcta 
ctccactgag gagcaggtaa 
tcgtccaaac cactcccgtc 
gctggaaggc aggatgagga 
tgcttgacac tttctgcaac 
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tctagcccta tatccagaag cctgcccacc 
3720 

gtccagtgga catgccccac ctccagactt 
3780 

cctcttgcca aatgcttcat ggaaatgaag 
3840 

ctgtgggcca tttccagaag tggcctagaa 
3900 

ggtgattcct atcacttgtc aaggtaggga 
3960 

ttttgtagcc tgttggagga agctactttt 
4020 

gggtgagctc cagggatttg cctggatttt 
4080 

gtggctgtgg ctgtggctgg gccctggcag 
4140 

cacctgccaa tgacgcagat aaccctggcc 
4200 

gagcacagcc tggacattat ggagggtgtg 
4260 

gggaactttt catgcttctt tctccacctg 
4320 

cacatcttca ctcctgggcc tttgcacttc 
4380 

cagacaggcc attcacgagc ccaagttgaa 
4440 

accatccatc cgatcctccc cttcccctgt 
4500 

gacagtgccc ccacctccca ccgccttgcc 
4560 ' 

tccccccacc tccatttggc actacccaag 
4620 

ccacccactc caacctcacc ccagcttgcc 
4680 • 

tgcaggccac agggaatttg tgaggcttct 
4740 

tcttttctcc atagccctgc ctctactttc 
4800 

atttgctttc tctaccttgg ggaccccagg 
4860 

aaggcaaaaa gcctggctac ctccccccta 
4920 

tttctgccca gctttgctta ttttggggat 
4980 

gcaggagaag cctctgtcct gtataggcaa 
5040 

aagatcaggt ccccagccct tttgtccatt 
5100 

taattgctag caaatccccc cgattccggc 
5160 

tctgtggagc tgaaacccag cctctgtttg 
5220 

tagagccccc tgtttgttgt tttgtgttgt 
5280 



tccacccatt ctgtttgccc catttcccca 
gctcatggga gaaggctgtg gtctctgccc 
aggaaggcct agagcctcct tcctgcccca 
atgccaactt cacttacctt tcaaaagaaa 
gaggtcagat gcccaagcct ttgaccacgg 
agctggctac acatgaggcc acttgtttta 
gaaatcatgt agaacattat ccacgtggct 
gtggaaaacc atctcccaga aacctgaaag 
ctacagcctg cttgctccgc ctataccaca 
gcgggacggc ccacacctgg gtcctccatc 
aggtcttggt ctgaagaaga cctcaggact 
cagacgacag gtcatcgttc aagcagaatg 
gagaagagac gcccatccgt gaaggagcag 
ccttccttcg tggattgtct ccattgtcca 
tcactggcaa tctggactcg atggagaaca 
tggagtgtac ccttgccctt tccacctgta 
caatgcttct ggggaattta atagctacca 
tttgtcatct ttgtatctcc agtttgtctt 
cttccttgga atcaggggtt cctttagccc 
ggccaagcag ttctccatct agtcacacca 
gcacgtgagt ccctactccc ctcccctctg 
ttcaaggcag cagagggtag tgaggggaga 
ctgcctgact atgcggtgac tgctgtaacc 
aacacccctt cttgatcttt caaaggcagc 
cttttccctc tatttctttg ttagaagttt 
actgggtttc atttagctta gttgggttct 
ttccaatgaa aagcaagttt accctcagag 
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ttatgctttt ccaaagaggc tgatgtcttt gtttttgttt tttttaatgt ttcaggttct 
5340 

aagtgaagtg agttggggag gggttgggag tgttagtaat caaggtttag aacaccatga 
5400 

gatagttacc cctgatctcc agtccctagc tgggggctgg acagggggaa gggagagagg 
5460 

atttctattc acctttaata tatttttaca aaaaaagcaa acaatttaaa aacaagccca 
5520 . 

ccgcttctgt acatgtctaa atatattttt agaagtgggt aggattgtga atttctgatg 
5580 

cagggccttt ttataaatag gttagggtag catcattcag acttctctgt tgtttttgtc 
5640 

cctgtctttt tcttatgttg tgttactaat gtaatttata ttttttttag atcctccctt 
5700 

tcctatagag ataaaagtga tttatcttgg caaaaaaaaa aaaaaaaa 
5748 

<210> 4270 
<211> 1084 
<212> PRT 

<213> Homo sapiens 
<400> 4270 

Ala Ser Phe Thr Gly Gly Arg Thr Asn Asn Ala Glu Thr Val Gly Lys 

1 5 10 15 

Ser Pro Ala Tyr Arg Arg Cys Ser Met Asn Arg Ser Arg Ala He Val 

20 25 30 

Gin Arg Gly Arg Val Leu Pro Pro Pro Ala Pro Leu Asp Thr Thr Asn 

35 40 45 

Leu Ala Gly Arg Arg Thr Leu Gin Gly Arg Ala Lys Met Ala Ser Val 

50 55 60 

Pro Val Tyr Cys Leu Cys Arg Leu Pro Tyr Asp Val Thr Arg Phe Met 
65 70 75 B0 

He Glu Cys Asp Met Cys Gin Asp Trp Phe His Gly Ser Cys Val Gly 

85 90 95 

Val Glu Glu Glu Lys Ala Ala Asp He Asp Leu Tyr His Cys Pro Asn 

100 105 110 

Cys Glu Val Leu His Gly Pro Ser He Met Lys Lys Arg Arg Gly Ser 

115 120 125 

Ser Lys Gly His Asp Thr His Lys Gly Lys Pro Val Lys Thr Gly Ser 

130 135 140 

Pro Thr Phe Val Arg Glu Leu Arg Ser Arg Thr Phe Asp Ser Ser Asp 
145 150 155 160 

Glu Val He Leu Lys Pro Thr Gly Asn Gin Leu Thr Val Glu Phe Leu 

165 170 175 

Glu Glu Asn Ser Phe Ser Val Pro lie Leu Val Leu Lys Lys Asp Gly 

180 185 190 

Leu Gly Met Thr Leu Pro Ser Pro Ser Phe Thr Val Arg Asp Val Glu 

195 200 205 

His Tyr Val Gly Ser Asp Lys Glu He Asp Val He Asp Val Thr Arg 

210 215 220 

Gin Ala Asp Cys Lys Met Lys Leu Gly Asp Phe Val Lys Tyr Tyr Tyr 
225 230 235 240 

Ser Gly Lys Arg Glu Lys Val Leu Asn Val He Ser Leu Glu Phe Ser 
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245 , 250 255 

Asp Thr Arg Leu Ser Asn Leu Val Glu Thr Pro Lys lie Val Arg Lys 

260 265 270 

Leu Ser Trp Val Glu Asn Leu Trp Pro Glu Glu Cys Val Phe Glu Arg 

275 280 285 

Pro Asn Val Gin Lys Tyr Cys Leu Met Ser Val Arg Asp Ser Tyr Thr 

290 295 300 

Asp Phe His lie Asp Phe Gly Gly Thr Ser Val Trp Tyr His Val Leu 
305 310 315 320 

Lys Gly Glu Lys lie Phe Tyr Leu lie Arg Pro Thr Asn Ala Asn Leu 

325 330 335 

Thr Leu Phe Glu Cys Trp Ser Ser Ser Ser Asn Gin Asn Glu Met Phe 

340 345 350 

Phe Gly Asp Gin Val Asp Lys Cys Tyr Lys Cys Ser Val Lys Gin Gly 

355 360 365 

Gin Thr. Leu Phe lie Pro Thr Gly Trp lie His Ala Val Leu Thr Pro 

370 375 380 

Val Asp Cys Leu Ala Phe Gly Gly Asn Phe Leu His Ser Leu Asn lie 
385 390 395 400 

Glu Met Gin Leu Lys Ala Tyr Glu lie Glu Lys Arg Leu Ser Thr Ala 

405 410 415 

Asp Leu Phe Arg Phe Pro Asn Phe Glu Thr lie Cys Trp Tyr Val Gly 

420 425 430 

Lys His lie Leu Asp lie Phe Arg Gly Leu Arg Glu Asn Arg Arg His 

435 440 445 

Pro Ala Ser Tyr Leu Val His Gly Gly Lys Ala Leu Asn Leu Ala Phe 

450 455 460 

Arg Ala Trp Thr Arg Lys Glu Ala Leu Pro Asp His Glu Asp Glu He 
465 470 475 480 

Pro Glu Thr Val Arg Thr Val Gin Leu He Lys Asp Leu Ala Arg Glu 

485 490 495 

He Arg Leu Val Glu Asp lie Phe Gin Gin Asn Val Gly Lys Thr Ser 

500 505 510 

Asn He Phe Gly Leu Gin Arg He Phe Pro Ala Gly Ser He Pro Leu 

515 520 525 

Thr Arg Pro Ala His Ser Thr Ser Val Ser Met Ser Arg Leu Ser Leu 

530 535 540 

Pro Ser Lys Asn Gly Ser Lys Lys Lys Gly Leu Lys Pro Lys Glu Leu 
545 550 555 560 

Phe Lys Lys Ala Glu Arg Lys Gly Lys Glu Ser Ser Ala Leu Gly Pro 

565 570 575 

Ala Gly Gin Leu Ser Tyr Asn Leu Met Asp Thr Tyr Ser His Gin Ala 

580 585 590 

Leu Lys Thr Gly Ser Phe Gin Lys Ala Lys Phe Asn He Thr Gly Ala 

595 600 605 

Cys Leu Asn Asp Ser Asp Asp Asp Ser Pro Asp Leu Asp Leu Asp Gly 

610 615 620 

Asn Glu Ser Pro Leu Ala Leu Leu Met Ser Asn Gly Ser Thr Lys Arg 
625 630 635 640 

Val Lys Ser Leu Ser Lys Ser Arg Arg Thr Lys He Ala Lys Lys Val 

645 650 655 

Asp Lys Ala Arg Leu Met Ala Glu Gin Val Met Glu Asp Glu Phe Asp 

660 665 670 

Leu Asp Ser Asp Asp Glu Leu Gin He Asp Glu Arg Leu Gly Lys Glu 
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675 680 685 

Lys Ala Thr Leu lie lie Arg Pro Lys Phe Pro Arg Lys Leu Pro Arg 

690 695 700 

Ala Lys Pro Cys Ser Asp Pro Asn Arg Val Arg Glu Pro Gly Glu Val 
705 710 715 720 

Glu Phe Asp lie Glu Glu Asp Tyr Thr Thr Asp Glu Asp Met Val Glu 

725 730 735 

Gly Val Glu Gly Lys Leu Gly Asn Gly Ser Gly Ala Gly Gly lie Leu 

740 745 750 

Asp Leu Leu Lys Ala Ser Arg Gin Val Gly Gly Pro Asp Tyr Ala Ala 

755 760 765 

Leu Thr Glu Ala Pro Ala Ser Pro Ser Thr Gin Glu Ala lie Gin Gly 

770 775 780 

Met Leu Cys Met Ala Asn Leu Gin Ser Ser Ser Ser Ser Pro Ala Thr 
785 790 795 800 

Ser Ser Leu Gin Ala Trp Trp Thr Gly Gly Gin Asp Arg Ser Ser Gly 

805 810 815 

Ser Ser Ser Ser Gly Leu Gly Thr Val Ser Asn Ser Pro Ala Ser Gin 

820 825 830 

Arg Thr Pro Gly Lys Arg Pro lie Lys Arg Pro Ala Tyr Trp Arg Thr 

835 840 845 

Glu Ser Glu Glu Glu Glu Glu Asn Ala Ser Leu Asp Glu Gin Asp Ser 

850 855 860 

Leu Gly Ala Cys Phe Lys Asp Ala Glu Tyr lie Tyr Pro Ser Leu Glu 
865 870 875 880 

Ser Asp Asp Asp Asp Pro Ala Leu Lys Ser Arg Pro Lys Lys Lys Lys 

885 ' 890 895 

Asn Ser Asp Asp Ala Pro Trp Ser Pro Lys Ala Arg Val Thr Pro Thr 

900 905 910 

Leu Pro Lys Gin Asp Arg Pro Val Arg Glu Gly Thr Arg Val Ala Ser 

915 920 925 

lie Glu Thr Gly Leu Ala Ala Ala Ala Ala Lys Leu Ala Gin Gin Glu 

930 935 940 

Leu Gin Lys Ala Gin Lys Lys Lys Tyr lie Lys Lys Lys Pro Leu Leu 
945 950 955 , 960 

Lys Glu Val Glu Gin Pro Arg Pro Gin Asp Ser Asn Leu Ser Leu Thr 

965 970 975 

Val Pro Ala Pro Thr Val Ala Ala Thr Pro Gin Leu Val Thr Ser Ser 

980 985 990 

Ser Pro Leu Pro Pro Pro Glu Pro Lys Gin Glu Ala Leu Ser Gly Ser 

995 1000 1005 

Leu Ala Asp His Glu Tyr Thr Ala Arg Pro Asn Ala Phe Gly Met Ala 

1010 1015 1020 

Gin Ala Asn Arg Ser Thr Thr Pro Met Ala Pro Gly Val Phe Leu Thr 
1025 1030 1035 1040 

Gin Arg Arg Pro Ser Val Gly Ser Gin Ser Asn Gin Ala Gly Gin Gly 

1045 1050 1055 

Lys Arg Pro Lys Lys Gly Leu Ala Thr Ala Lys Gin Arg Leu Gly Arg 

1060 1065 1070 

lie Leu Lys lie His Arg Asn Gly Lys Leu Leu Leu 
1075 1080 

<210> 4271 
<211> 588 
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<212> DNA 

<213> Homo sapiens 

<400> 4271 

accatgtcat ttcctttgaa ctcaccggga cagcaatctg gattaaagat actacgacaa 
60 

ctgactactg attttgtcca tcactacatt gttgccaata acttttcaga gcttttccat 
120 

ttgctgtcct caagaaattg caaaaccaga aatcttgtta tgaaactact tttaaatatg 
180 

tctgaaaatc caactgcagc cagagacatg atcaatatga aggcattggc agcattaaaa 
240 

ctcatcttta accacaaaga ggcaaaagcc aatcttgtta gtggtgtggc catatttatt 
300 

aacataaagg agcatatcag aaaaggctca attgtagtta ataaatatgg ccacaccact 
360 

aacaagattg gcttttgcct ctttctggtt aaagatgagt tttaatgctg ccaatgcctt 
420 

catattgatc atgtctctgg ctgcagttgg attttcagac atatttaaaa gtagtttcaa 
480 

aacaagattt ctggttttgc aatttcctga ggacagcaaa tggaaaagct ctgaaaagta 
540 

attggcaaca atgtagtgat ggacaaaatc agtagtcagt tgtccgtc 
588 

<210> 4272 
<211> 134 
<212> PRT 

<213> Homo sapiens 
<400> 4272 

Thr Met Ser Phe Pro Leu Asn Ser Pro Gly Gin Gin Ser Gly Leu Lys 

1 5 10 15 

lie Leu Arg Gin Leu Thr Thr Asp Phe Val His His Tyr lie Val Ala 

20 25 30 

Asn Asn Phe Ser Glu Leu Phe. His Leu Leu Ser Ser Arg Asn Cys Lys 

35 40 45 

Thr Arg Asn Leu Val Met Lys Leu Leu Leu Asn Met Ser Glu Asn Pro 

50 55 60 

Thr Ala Ala Arg Asp Met lie Asn Met Lys Ala Leu Ala Ala Leu Lys 
65 70 75 80 

Leu lie Phe Asn His Lys Glu Ala Lys Ala Asn Leu Val Ser Gly Val 

85 90 95 

Ala lie Phe lie Asn He Lys Glu His He Arg Lys Gly Ser He Val 

100 105 110 

Val Asn Lys Tyr Gly His Thr Thr Asn Lys He Gly Phe Cys Leu Phe 

115 120 125 

Leu Val Lys Asp Glu Phe 
130 

<210> 4273 
<211> 2081 

<212> DNA \ 
<213> Homo sapiens 
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<400> 4273 

nggatggatt agccattgtt cgagtgggtg 
60 

agataggtgg gtgtatgggt gggtggatgg 
120 

gagtaggtgc atgagtggat aaatgggtgg 
180 

aataggggga agggtggatt ggtagatggg 
240 

ggtgggtgaa tggatgaagg agggagggat 
300 

atgggtggat gggctgacaa atggcttgtt 
360 

gcaggtatct attgcagctg ggcctgaact 
420 

ccagacagat gaggatggag aacctggctc 
480 

cagcaaaaaa aagcgcctcc tctccgtcca 
540 

ctccactcag cctcaaggtc actccctgca 
600 

cccacagtcc ctcacagatg agtcctgctc 
660 

cctggaggag gctgatactg gggcctctgg 
720 

cagcatctca ccttccagac acggcgccct 
780 

tagggaatgg ccctggggaa actgctgctg 
840 

agctgcccct gcagtacttg gccgatgtgg 
900 

cacgtgatgg cctcccacca ttccaagcgg 
960 

ctaggtgctg gagtgcgcac ggagcncgac 
1020 

gaggagctga ccagcaacgt cagtgaccag 
1080* 

ggacgaaaat gcagagccca acagggacaa 
1140 

ggacggtggc acggctgccc atcaaaccaa 
1200 

gaccccgtcc agtacaacag gaccacagat 
1260 

gcagtgacgg cctcagaagt ccagcaggca 
1320 

attgcagccc tgagggccgc agggctcacg 
1380 

tcaaacctcc cgatatttct ccctcgagtg 
1440 

ccaaatgcag acccttcaag tgaggccaag 
1500 

agttcagtaa ttccctgaaa agtcaaggta 
1560 



gatgggtgga 


tgaatagatg ggtggaggat 


attgatgcat 


ggatggatgg 


gctgcccatt 


gtgggtaggt 


gaatagatgt 


atagatttat 


tagatggagg 


gatacattgc 


tgtgtggata 


gggcaggtag 


atggatagat 


tagtggatgg 


cccagactgt 


ttgtccttgg 


gtggagtcat 


gatatctgaa 


gagagaagtg 


gagacagcga 


agacjcjcccag 


gcccaggccc 


agccctttgg 


cgacttcgac 


ttcgagggag 


actcagatga 


cctgtcctca 


gtccctgagg 


ccagggacag 


agagaaggca 


gcccctcaca 


aggctgaggg 


gtgccactcc 


catccggaag 


agcagccgac 


ggctgagctc 


tgcccgcctg 


gaggctccca 


cactcgggtc 


ggatgtcatc 


aggaatgagc 


gacacctctg 


atgaggaaag 


catccgggct 


agaggccggg 


cgtcttctga 


gagtcagggt 


gtagaggagg 


aggccctgag 


gaggaagctg 


gagaccttcg 


tccgaggagg 


aggaagccaa 


atcagttggg 


cctctccccc 


aggcggaccc 


cagacaggaa 


aaaagcccca 


ggaccctggg 


gaggagctgt 


cagagctgga 


ggacagagtg 


gagagcgagg 


tttcagacat 


tgaatccagg 


gtgaagccct 


cgggaaagcc 


ccggaggaag 


gctgggaaac 


ttggcaagag 


accagaggac 


gcaatggctg 


tgcctatctt 


ctgagaagaa 


aagatgatga 


ttcttttgat cggaaatcag 
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tgtaccgagg ctcgctgaca cagagaaacc ccaacgcgag gaaaggaatg gccagccaca 
1620 

ccttcgcgaa acctgtggtg gcccaccagt cctaacggga caggacagag agacagagca 
1680 > 

gccctgcact gttttccctc caccacagcc atcctgtccc tcattggctc tgtgctttcc 
1740 

actatacaca gtcaccgtcc caatgagaaa caagaaggag caccctccac atggactccc 
1800 

acctgcaagt ggacagcgac attcagtcct gcactgctca cctgggttta ctgatgactc 
i860 

ctggctgccc caccatcctc tctgatctgt gagaaacagc taagctgctg tgacttccct 
1926 ^ 

ttaggacaat gttgtgtaaa tctttgaagg acacaccgaa gacctttata ctgtgatctt 
1980 

ttaccccttt cactcttggc tttcttatgt tgctttcatg aatggaatgg aaaaaagatg 
2040 

actcagttaa ggcaccaaaa aaaaaaaaaa aaaagtcgag c 
2081 - 

<210> 4274 

<211> 235 

<212> PRT 

<213> Homo sapiens 

<400> 4274 

Met Ala Leu Gly Lys Leu Leu Leu His Ser Gly Arg Met- Ser Ser Gly 

1 5 10 15 

Met Ser Ser Cys Pro Cys Ser Thr Trp Pro Met Trp Asp Thr Ser Asp 

20 25 30 

Glu Glu Ser He Arg Ala His Val Met Ala Ser His His Ser Lys Arg 

35 40 45 

Arg Gly Arg Ala Ser Ser Glu Ser Gin Gly Leu Gly Ala Gly Val Arg 

50 55 60 

Thr Glu Xaa Asp Val Glu Glu Glu Ala Leu Arg Arg Lys Leu Glu Glu 
65 70 75 80 

Leu Thr Ser Asn Val Ser Asp Gin Glu Thr Phe Val Arg Gly Gly Gly 

85 90 95 

Ser Gin Gly Arg Lys Cys Arg Ala Gin Gin Gly Gin He Ser Trp Ala 

100 . 105 : 110 

Ser Pro Pro Gly Gly Pro Gly Arg Trp His Gly Cys Pro Ser Asn Gin 

115 120 125 

Gin Thr Gly Lys Lys Pro Gin Asp Pro Gly Asp Pro Val Gin Tyr Asn 

130 135 140 

Arg Thr Thr Asp Glu Glu Leu Ser Glu Leu Glu Asp Arg Val Ala Val 
145 150 155 160 

Thr Ala Ser Glu Val Gin Gin Ala Glu Ser Glu Val Ser Asp He Glu 

165 170 175 

Ser Arg He Ala Ala Leu Arg Ala Ala Gly Leu Thr Val Lys Pro Ser 

180 185 190 

Gly Lys Pro Arg Arg Lys Ser Asn Leu Pro He Phe Leu Pro Arg Val 

195 200 205 

Ala Gly Lys Leu Gly Lys Arg Pro Glu Asp Pro Asn Ala Asp Pro Ser 

210 215 220 

Ser Glu Ala Lys Ala Met Ala Val Pro He Phe 



3479 



WO 00/58473 



PCT/US00/08621 



225 230 235 

<210> 4275 
<211> 874 
<212> DNA 

<213> Homo sapiens 
<400> 4275 

atgcaggtgg ccctgggtgc acatctacga gatgccaggc gcgggcagag gctccgctca 
60 

ggggcgcacg tagtggtcac tggacccccc aatgcgggca agagcagcct agtgaacctg 
120 

ctcagtcgga agcctgtgtc catcgtgtcc ccggagccag ggaccacccg tgacgtgctg 
180 

gagaccccag tcgacctggc cggatttcct gtgctgctga gcgacacggc tgggttgcgg 
240 . 

gagggcgtgg ggcccgtgga gcaggagggc gtgcggcgcg cccgggagag gctagagcag 
300 , 

gctgacctca ttctggccat gctggatgct tctgacctgg cctctccctc cagttgcaac 
360 

ttcctggcca ccgtcgtagc ctctgtggga gcccagagcc ccagtgacag cagccagcgc 
420 

ctcctcctgg tgctgaacaa gtcggacctg ctgtccccgg agggcccagg tcccggtcct 
480 

gacctgcccc cgcacctgct gctgtcctgt ctgacgggag aggggctgga cggcctcctg 
540 

gaggcgctga ggaaggagct agctgcagtg tgtggggacc cgtccacaga tcccccgctg 
600 

ctgacccgag caaggcacca gcaccacctc cagggttgcc tggatgccct cggccactac 
660 

aagcagtcaa aagacctggc cctggcggca gaggcgctgc gggtggcccg gggtcacctg 
720 

acccggctca caggtggagg gggtaccgag gagatcctgg acatcatctt ccaggacttc 
780 

tgtgtgggca agtgacggga tccagggaat tcgcacccaa gctgcgtgga gacccaggag 
840 

cctcggggga tctggaaaca gtttaggcca attg 
874 

<210> 4276 
<211> 264 
<212> PRT 

<213> Homo sapiens 

Leu Arg Asp Ala Arg Arg Gly Gin 

10 15 
Val Val Thr Gly Pro Pro Asn Ala 
25 30 
Leu Ser Arg Lys Pro Val Ser lie 
45 

Arg Asp Val Leu Glu Thr Pro Val 
60 

Leu Ser Asp Thr Ala Gly Leu Arg 



Met Gin 
1 

Arg Leu 

Gly Lys 

Val Ser 
50 

Asp Leu 



Val Ala 

Arg Ser 

20 
Ser Ser 
35 

Pro Glu 
Ala Gly 



Leu Gly 
5 

Gly Ala 
Leu Val 
Pro Gly 
Phe Pro 



Ala His 

His Val 

Asn Leu 

40 
Thr Thr 
55 

Val Leu 
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65 70 75 80 

Glu Gly Val Gly Pro Val Glu Gin Glu Gly Val Arg Arg Ala Arg Glu 

85 90 95 

Arg Leu Glu Gin Ala Asp Leu lie Leu Ala Met Leu Asp Ala Ser Asp 

100 105 110 

Leu Ala Ser Pro Ser Ser Cys Asn Phe Leu Ala Thr Val Val Ala Ser 

115 120 125 

Val Gly Ala Gin Ser Pro Ser Asp Ser Ser Gin Arg Leu Leu Leu Val 

130 135 140 

Leu Asn Lys Ser Asp Leu Leu Ser Pro Glu Gly Pro Gly Pro Gly Pro 
145 150 . 155 160 

Asp Leu Pro Pro His Leu Leu Leu Ser Cys Leu Thr Gly Glu Gly Leu 

165 170 175 

Asp Gly Leu Leu Glu Ala Leu Arg Lys Glu Leu Ala Ala Val Cys Gly 

180 185 190 

Asp Pro Ser Thr Asp Pro Pro Leu Leu Thr Arg Ala Arg His Gin His 

195 200 205 

His Leu Gin Gly Cys Leu Asp Ala Leu Gly His Tyr Lys Gin Ser Lys 

210 215 220 

Asp Leu Ala Leu Ala Ala Glu Ala Leu Arg Val Ala Arg Gly His Leu 
225 230 235 240 

Thr Arg Leu Thr Gly Gly Gly Gly Thr Glu Glu He Leu Asp He He 

245 250 255 

Phe Gin Asp Phe Cys Val Gly Lys 
260 

<210> 4277 
<211> 1070 
<212> DNA 

<213> Homo sapiens 
<400> 4277 

cggccggtcg ggcctccttt tgttttagga agggcacttc actccccggg cccccacctg 
60 

cccgcctgcg ccgccccttt ccgcgggtcc ggagttggcg gggccctgcg ccggaggagg 
120 

aggaccaggc ccgcgggctc agctctcgcc gccagcgggc cgcagcattt ttgaaacgtt 
180 

9<Tg<?ttgttg gagtggttgg attttccctg gaattgagtg agaaattcag aagactgaag 
240 

cccaggctta ctgtctacct ttcacggagg cctagccgtg agaggacaga agaaggcacg 
300 

tggcgaatca tgacagcgga caaagacaaa gacaaagaca aagagaagga ccgggaccga 
360 

gaccgggacc gagagagaga gaaaagagac aaagcaagag agagtgagaa ttcaaggcca 
420 

cgccggagct gtaccttgga aggaggagcc aaaaattatg ctgagagtga tcacagtgaa 
480 

gacgaggaca atgacaacaa tagtgccacc gcagaggagt ccacgaagaa gaataagaag 
540 

aaaccaccga aaaaaaagtc tcgttatgaa aggacagata ccggtgagat aacatcctac 
600 

atcactgaag atgatgtggt ctacagacca ggagactgtg tgtatatcga gagtcggagg 
660 
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ccaaacacac cgtatttcat ctgtagcatt caagacttca aactggtcca caactcccag 
720 

gcctgttgca gatctccaac tcctgctttg tgtgaccccc cagcatgctc tctgccggtg. 
780 

gcatcacagc caccacagca tctttctgaa gccgggagag ggcctgtagg gagtaagagg 
840 

gaccatctcc tcatgaacgt caaatggtac taccgtcaat ctgaggttcc agattctgtg 
900 

tatcagcatt tggttcagga tcgacataat gaaaatgact ctggaagaga acttgtcatt 
960 

acagacccag ttatcaagaa ccgagagctc ttcatttctg attacgttga cacttaccat 
1020 

gctgctgccc ttagagggaa gtgtaacatt ctccattttt ctgacatatt 
1070 

<210> 4278 
<211> 253 
<212> PRT 

<213> Homo sapiens 
<400> 4278 

Met Thr Ala Asp Lys Asp Lys Asp Lys Asp Lys Glu Lys Asp Arg Asp 

1 5 10 15 

Arg Asp Arg Asp Arg Glu Arg Glu Lys Arg Asp Lys Ala Arg Glu Ser 

20 25 30 

Glu Asn Ser Arg Pro Arg Arg Ser Cys Thr Leu Glu Gly Gly Ala Lys 

35 40 45 

Asn Tyr Ala Glu Ser Asp His Ser Glu Asp Glu Asp Asn Asp Asn Asn 

50 55 60 

Ser Ala Thr Ala Glu Glu Ser Thr Lys Lys Asn Lys Lys Lys Pro Pro 
65 70 75 80 

Lys Lys Lys Ser Arg Tyr Glu Arg Thr Asp Thr Gly Glu lie Thr Ser 

85 90 95 

Tyr He Thr Glu Asp Asp Val Val Tyr Arg Pro Gly Asp Cys Val Tyr 

100 105 HO 

He Glu Ser Arg Arg Pro Asn Thr Pro Tyr Phe He Cys Ser He Gin 

115 120 125 

Asp Phe Lys Leu Val His Asn Ser Gin Ala Cys Cys Arg Ser Pro Thr 

130 135 140 

Pro Ala Leu Cys Asp Pro Pro Ala Cys Ser Leu Pro Val Ala Ser Gin 
145 150 155 160 

Pro Pro Gin His Leu Ser Glu Ala Gly Arg Gly Pro Val Gly Ser Lys 

165 170 175 

Arg Asp His Leu Leu Met Asn Val Lys Trp Tyr Tyr Arg Gin Ser Glu 

180 185 190 

Val Pro Asp Ser Val Tyr Gin His Leu Val Gin Asp Arg His Asn Glu 

195 200 205 

Asn Asp Ser Gly Arg Glu Leu Val He Thr Asp Pro Val He Lys Asn 

210 215 220 

Arg Glu Leu Phe He Ser Asp Tyr Val Asp Thr Tyr His Ala Ala Ala 
225 230 235 240 

Leu Arg Gly Lys Cys Asn He Leu His Phe Ser Asp lie 
245 250 
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<210> 4279 



<211> 1963 



<212> DNA 



<213> Homo 



sapiens 



<400> 4279 

cggccgctta cggaaaactc gctgttggaa gttctggatg gcacagtcat gatgtacagt. 
60 , 

ctgagcgtac accagcagct gggcaagatg gtgggtgtgt ctgatgatgt caacgagtat 
120 

gcaatggccc tgagagacac cgaggacaag ctacgtcggt gccccaagag gaggaaggac 
180 

atccttgcag agttgaccaa gagccagaag gttttctcag aaaagctgga ccacctgagc 

240 

cgccgtcttg cctgggtcca tgccactgtc tactcccagg agaagatgct ggacatctac 
300 

tggctgctgc gcgtctgcct gcggaccatt gagcacggtg atcgcacagg gtctctcttt 



420 

tactttggtc ccgtgcacag catggaggag ctcccaggct atgaagagac cctgacccgc 
480 

ctggctgcca ttctcgccaa acactttgcc gacgcacgca ttgtgggcac tgacatccga 
540 

gactcactga tgcaggccct ggccagctac gtgtgctacc cacactccct gcgggctgtg 
600ccgaggagca gcgtatcgcc atggtgagga acctcctggc gccctatgag 660 
cagcggccct gggcccagac caactggatc ctggtgcggc tctggagggg ctgtggcttc 
720 

gggtaccgct atacacggct gccacatctg ctgaaaacca aacttgagga cgccaatttg 
780 

cccagcctcc agaagccctg cccttccacc ctgctgcagc agcacatggc ggacctccta 
840 

cagcagggtc ctgatgtggc acccagcttc ctcaacagcg tcctcaatca gctcaactgg 
900 

gccttctctg aattcattgg catgatccaa gagatccagc aggctgctga gcgcctggag 
960 

cggaactttg tggacagccg gcagctcaag gtatgtgcca cctgctttga cctctcggtc 
1020 

agcctgctgc gtgtcttgga gatgactatc acactggtgc ctgagatatt ccttgactgg 
1080 • 

acccggccta cctctgagat gctgctgcgg cgtcttgcac agctgctaaa ccaggtgctg 
1140 

aaccgggtga cagctgagag gaacctgttt gatcgtgtgg tcaccctacg gctgcctggc 
1200 

ctagagagcg tggaccacta tcccattctg gtggcagtga cgggcatcct ggtgcagctc 
1260 

ctggtgcgtg gcccagcctc agagagagag caagccacat cagtgctcct ggcagatccc 
1320 

tgcttccagc tacgctcaat atgctatctc ctgggacagc cagagccccc agcacctggc 
1380 

actgctctgc cagcccctga ccggaagcgc ttctccctgc agagctatgc ggattatatc 
1440 

agtgccgatg agctggccca agtggaacag atgctggcgc acctgacctc tgcatctgcc 
1500 



360 

gccttcatgc 



ccgagttcta 



cctgagcgtg gccatcaaca gctacagtgc tctcaagaat 
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caggcagcag ctgcctccct gcccaccagt gaggaggacc tctgccccat ctgctatgcc 
1560 

caccccatct ctgctgtgtt ccagccctgt ggccacaagt cctgcaaagc ctgtatcaac 
1620 

cagcacctga tgaacaacaa ggactgcttc ttctgcaaaa ccaccatcgt gtctgtagag 
1680 

gactgggaga agggagccaa tacgagtact acctcctcag ctgcctagcc ctcacagcct 
1740 

gtgccatcct ggaacctcca cctttgaacc cagagccagg ctgggcccta tttatgagct 
1800 

ccctttgccc ttctcctgta tcccacacca ccacatccaa cctccttgcc tgcctgtatc 
1860 

ctcattggtg ggagcccagc catggcccta attgtgcctg agcttgactt tcagtcaggg 
1920 

ccacagtgag cattaaatta ttattccata caaaaaaaaa aaa 
1963 

<210> 4280 
<211> 575 
<212> PRT 

<213> Homo sapiens 
<400> 4280 

Arg Pro Leu Thr Glu Asn Ser Leu Leu Glu Val Leu Asp Gly Thr Val 

1 5 10 15 

Met Met Tyr Ser Leu Ser Val His Gin Gin Leu Gly Lys Met Val Gly 

20 25 3 0 

Val Ser Asp Asp Val Asn Glu Tyr Ala Met Ala Leu Arg Asp Thr Glu 

35 40 45 

Asp Lys Leu Arg Arg Cys Pro Lys Arg Arg Lys Asp lie Leu Ala Glu 

50 55 60 

Leu Thr Lys Ser Gin Lys Val Phe Ser Glu Lys Leu Asp His Leu Ser 
65 70 75 80 

Arg Arg Leu Ala Trp Val His Ala Thr Val Tyr Ser Gin Glu Lys Met 

85 90 95 

Leu Asp lie Tyr Trp Leu Leu Arg Val Cys Leu Arg Thr lie Glu His 

100 105 HO 

Gly Asp Arg Thr Gly Ser Leu Phe Ala Phe Met Pro Glu Phe Tyr Leu 

115 120 125 

Ser Val Ala lie Asn Ser Tyr Ser Ala Leu Lys Asn Tyr Phe Gly Pro 

130 135 140 

Val His Ser Met Glu Glu Leu Pro Gly Tyr Glu Glu Thr Leu Thr Arg 
145 150 155 160 

Leu Ala Ala He Leu Ala Lys His Phe Ala Asp Ala Arg He Val Gly 

165 170 175 

Thr Asp lie Arg Asp Ser Leu Met Gin Ala Leu Ala Ser Tyr Val Cys 

180 185 190 

Tyr Pro His Ser Leu Arg Ala Val Glu Arg He Pro Glu Glu Gin Arg 

195 200 205 

He Ala Met Val Arg Asn Leu Leu Ala Pro Tyr Glu Gin Arg Pro Trp 

210 215 220 

Ala Gin Thr Asn Trp lie Leu Val Arg Leu Trp Arg Gly Cys Gly Phe 
225 230 235 240 

Gly Tyr Arg Tyr Thr Arg Leu Pro His Leu Leu Lys Thr Lys Leu Glu 
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245 250 255 

Asp Ala Asn Leu Pro Ser Leu Gin Lys Pro Cys Pro Ser Thr Leu Leu 

260 265 270 

Gin Gin His Met Ala Asp Leu Leu Gin Gin Gly Pro Asp Val Ala Pro 

275 280 285 

Ser Phe Leu Asn Ser Val Leu Asn Gin Leu Asn Trp Ala Phe Ser Glu 

290 295 r 300 

Phe lie Gly Met lie Gin Glu lie Gin Gin Ala Ala Glu Arg Leu Glu 
305 310 315 320 

Arg Asn Phe Val Asp Ser Arg Gin Leu Lys Val Cys Ala Thr Cys Phe 

325 330 335 

Asp Leu Ser Val Ser Leu Leu Arg Val Leu Glu Met Thr lie Thr Leu 

340 345 , 350 

Val Pro Glu lie Phe Leu Asp Trp Thr Arg Pro Thr Ser Glu Met Leu 

355 360 365 

Leu Arg Arg Leu Ala Gin Leu Leu Asn Gin Val Leu Asn Arg Val Thr 

370 375 380 

Ala Glu Arg Asn Leu Phe Asp Arg Val Val Thr Leu Arg Leu Pro Gly 
385 390 395 400 

Leu Glu Ser Val Asp His Tyr Pro lie Leu Val Ala Val Thr Gly lie 

405 410 415 

Leu Val Gin Leu Leu Val Arg Gly Pro Ala Ser Glu Arg Glu Gin Ala 

420 425 430 

Thr Ser Val Leu Leu Ala Asp Pro Cys Phe Gin Leu Arg Ser He Cys 

435 440 445 

Tyr Leu Leu Gly Gin Pro Glu Pro Pro Ala Pro Gly Thr Ala Leu Pro 

4 50 455 460 

Ala Pro Asp Arg Lys Arg Phe Ser Leu Gin Ser Tyr Ala Asp Tyr He 
465 470 475 ' 480 

Ser Ala Asp Glu Leu Ala Gin Val Glu Gin Met Leu Ala His Leu Thr 

485 490 495 

Ser Ala Ser Ala Gin Ala Ala Ala Ala Ser Leu Pro Thr Ser Glu Glu 

500 505 510 

Asp Leu Cys Pro He Cys Tyr Ala His Pro lie Ser Ala Val Phe Gin 

515 520 525 

Pro Cys Gly His Lys Ser Cys Lys Ala Cys He Asn Gin His Leu Met 

530 535 540 

Asn Asn Lys Asp Cys Phe Phe Cys Lys Thr Thr He Val Ser Val Glu 
545 550 555 560 

Asp Trp Glu Lys Gly Ala Asn Thr Ser Thr Thr Ser Ser Ala Ala 
565 570 575 

<210> 4281 ' 
<211> 507 
<212> DNA 

<213> Homo sapiens 
<400> 4281 

acgcgtgaag ggacagagct ggggccttgt caggagcccc acagttggcc aatgggccag 
60 

atgccccata gtctcagccc acctctcttc tgccatgagt cccctgattc tgtcctttga 
120 

gctgactctg agaggcagtg ggcttcccgc cagcacctcc ccctatcaca tttgtagggc 
180 
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tggtttatga ggccggaagt aagcaagcac cccctcatat caacctggca cttcacaccc 
240 

cccatggtta tcagtggggg tgctggctgg ctggcaggca gccagagaca tttcagcagg 
300 

tcaggcatgg atgcaggtgg aaatgagaga ggatcagtga gcgcattcat gtcttttgag 
360 

tggtctacag atgagtggtc tccagtctca aatgaggaga acaaataggg aagtaggagc 
420 

tcagggttct tgtgtgtctc ataggcagct gcctatccct gggtgataca gctccctggc 
480 

acacccattc ccaagggcac aggatcc 
507 

<210> 4282 
<211> 106 
<212> PRT 

<213> Homo sapiens 
<400> 4282 

Met Asn Ala Leu Thr Asp Pro Leu Ser Phe Pro Pro Ala Ser Met Pro 

1 5 10 15 

Asp Leu Leu Lys Cys Leu Trp Leu Pro Ala Ser Gin Pro Ala Pro Pro 

20 25 30 

Leu lie Thr Met Gly Gly Val Lys Cys Gin Val Asp Met Arg Gly Cys 

35 40 45 

Leu Leu Thr Ser Gly Leu lie Asn Gin Pro Tyr Lys Cys Asp Arg Gly 

50 55 60 

Arg Cys Trp Arg Glu Ala His Cys Leu Ser Glu Ser Ala Gin Arg Thr 
65 70 75 80 

Glu Ser Gly Asp Ser Trp Gin Lys Arg Gly Gly Leu Arg Leu Trp Gly 

85 90 95 

lie Trp Pro lie Gly Gin Leu Trp Gly Ser 
100 105 

<210> 4283 

<211> 315 

<212> DNA 

<213 > Homo sapiens 

<400> 4283 

gaattctcaa ccagaacagc ccagcaggaa aggagccggc atggggtgcc cctctgcagc 
60 

cgaccgtttt cctagaaggc ctaaccgctc aaacgggcag gggagggggg cgggcggccc 
120 

gggagaaacc gagtccccgc cgggtcccca ccgtgtggcg ccgaccgaaa taactccagt 
180 

ccagctgcaa aaaccctccc gaaaacccaa gcttgtccgg cacaacttcg gtctctccag 
240 

cctcattcct gcccgcactc cgccaaactg ctcgccctgc ccagcgcagc ggatgcagcg 
300 

ctcccggccc nacgg 
315 

<210> 4284 
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<211> 91 
<212> PRT 

<213> Homo sapiens 
<400> 4284 

Met Gly Cys Pro Ser Ala Ala Asp 

1 5 
Ser Asn Gly Gin Gly Arg Gly Ala 
20 

Pro Pro Gly Pro His Arg Val Ala 

35 40 
Leu Gin Lys Pro Ser Arg Lys Pro 

50 55 
Leu Ser Ser Leu lie Pro Ala Arg 
65 70 
Pro Ala Gin Arg Met Gin Arg Ser 
85 



Arg Phe Pro Arg Arg Pro Asn Arg 

10 15 
Gly Gly Pro Gly Glu Thr Glu Ser 
25 30 
Pro Thr Glu lie Thr Pro Val Gin 
45 

Lys Leu Val Arg His Asn Phe Gly 
60 

Thr Pro Pro Asn Cys Ser Pro Cys 

75 80 
Arg Pro Xaa 
90 



<210> 4285 

<211> 591 

<212> DNA 

<213> Homo sapiens 

<400> 4285 

nagatctcag agaacttggt gaacattcag aaaatgcaga aaacgcaggt gaaatgccgc 
60 

aaaatcctga ccaagatgaa gcagcagggt catgagacag ccgcctgtcc ggagactgaa 
120 

gagataccgc agggagccag tggctgctgg aaggatgacc tccagaagga actgagtgat 
180 

atatggtgat gcccagcctg cagtctgacc cctgaccctc ctctgaaccc gttcccccaa 
240 

cgggatctgg cagtgaccac cagaacctgg agcccacctg agtccagact tccctcaccc 
300 

cctaggactc accccaccac ggcccccaac cttagctgta ctgctgtcta caccctgagc 
360 

^tgtg^agt ctcccagcgc ccccagctcc ttgtcttctt gcaggtctgc tgtgcacgtg 
420 

ctgcaggact ccatagacag cctcactttg tgctcggggg cctgtcccaa ggcctcgagc 
480 

ctaagaggcc acaagggcac cagtgcctga gccctccact cccctcctgg gactctgact 
540 

ccgactgtga ccaggacctc tcccagccac ctttcagcaa gagcggccgc a 
591 

<210> 4286 
<211> 106 
<212> PRT 

<213> Homo sapiens 
<400> 4286 

Cys Pro Ala Cys Ser Leu Thr Pro Asp Pro Pro Leu Asn Pro Phe Pro 

1 5 10 15 

Gin Arg Asp Leu Ala Val Thr Thr Arg Thr Trp Ser Pro Pro Glu Ser 
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20 25 30 

Arg Leu Pro Ser Pro Pro Arg Thr His Pro Thr Thr Ala Pro Asn Leu 

35 40 45 

Ser Cys Thr Ala Val: Tyr Thr Leu Ser Ser Val Glu Ser Pro Ser Ala 

50 55 60 

Pro Ser Ser Leu Ser Ser Cys Arg Ser Ala Val His Val Leu Gin Asp 
65 70 75 80 

Ser lie Asp Ser Leu Thr Leu Cys Ser Gly Ala Cys Pro Lys Ala Ser 

85 90 95 

Ser Leu Arg Gly His Lys Gly Thr Ser Ala 
100 105 

<210> 4287 

<211> 868 

<212> DMA 

<213> Homo sapiens 

<400> 4287 . 
cgagggcgcg actgcggggt tcctggtgct gaggacggac gccattggag ttcccgagaa 

60 

ggctgagctc tcatctccct gggacccgca gcatggctga gggaagcttc agcgtgcaat 
120 

cggaaagcta cagtgttgaa gacatggatg agggtagcga cgaagtcggg gaggaagaga 
180 

tggttgaagg caacgactat gaagaattcg gtgcgtttgg tggctatggc accctcacca 
240 

gctttgacat ccatatcctc agagccttcg gaagcttggg tccaggcctt cgcatcttat 
300 

cgaatgagcc ctgggaactg gaaaaccnct gtgctggccc agaccctggt ggaggcattg 
360 

cagctggatc cggaaacact tgccaatgag acggccgccc gtgctgccaa cgtagcccgc 

420 ' ■ 

gccgccgcct ccaaccgtgc ggctcgggcc gctgccgccg ctgcccgtac cgccttcagt 

480 

caggtggtcg ctagccaccg ggtggccacg ccgcaggtct caggagagga tacccagccc 
540 

acgacctacg ccgccgaggc tcaggggccc acccctgagc caccccttgc ttctccgcag 
600 

acctcccaga tgttagtcac cagtaagatg gctgcccccg aggctecggc aacctccgca 
660 

cagtcccaga caggctcccc ggcccaggag gctgctactg agggccctag tagcgcctgt 
720 

gcattctctc aggctccgtg tgccagggag gtggacgcca accggcccag. cacagccttc 
780 

ctgggccaga atgatgtctt cgatttcact cagccggcag tgtcagtggc atggcttccc 
840 

gcgcccaaga gacctgccca gccaagag 
868 

<210> 4288 

<211> 240 

<212> PRT 

<213> Homo sapiens 
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<400> 4288 



Met 


Arg 


val 


Ala 


Thr 


Lys 


Ser 


Gly 


Arg 


Lys 


Arg 


Trp 


Leu 


Lys 


Ala 


Thr 


1 






5 










10 










15 




Thr 


Met 


Lys 


Asn 


Ser 


Val 


Arg 


Leu 


Val 


Ala 


Met 


Ala 


Pro 


Ser 


Pro 


Ala 








20 










25 










30 






Leu 


Thr 


Ser 


He 


Ser 


Ser 


Glu 


Pro 


Ser 


Glu 


Ala 


Trp 


Val 


Gin 


Ala 


Phe 






35 










40 










45 








Ala 


Ser Tyr 


Arg 


Met 


Ser 


Pro 


Gly 


Asn 


Trp 


Lys 


Thr 


Xaa 


Val 


Leu 


Ala 




50 










55 










60^ 










Gin 


Thr 


Leu 


Val 


Glu 


Ala 


Leu 


Gin 


Leu 


Asp 


Pro 


Glu 


Thr 


Leu 


Ala 


Asn 


65 










70 










75 










80 


Glu 


Thr 


Ala 


Ala 


Arg 


Ala 


Ala 


Asn 


Val 


Ala 


Arg 


Ala 


Ala 


Ala 


Ser 


Asn 










85 










90 










95 




Arg 


Ala 


Ala 


Arg 


Ala 


Ala 


Ala 


Ala 


Ala 


Ala 


Arg 


Thr 


Ala 


Phe 


Ser 


Gin 








100 










105 










110 






Val 


Val 


Ala 


Ser 


His 


Arg 


Val 


Ala 


Thr 


Pro 


Gin 


Val 


Ser 


Gly Glu 


Asp 






115 










120 










125 








Thr 


Gin 


Pro 


Thr 


Thr 


Tyr 


Ala 


Ala 


Glu 


Ala 


Gin 


Gly 


Pro 


Thr 


Pro 


Glu 




130 










135 










14 0 










Pro 


Pro 


Leu 


Ala 


Ser 


Pro 


Gin 


Thr 


Ser 


Gin 


Met 


Leu 


Val 


Thr 


Ser 


Lys 


145 










150 










155 










160 


Met 


Ala 


Ala 


Pro 


Glu 


Ala 


Pro 


Ala 


Thr 


Ser 


Ala 


Gin 


Ser 


Gin 


Thr Gly 










165 










170 










175 




Ser 


Pro 


Ala 


Gin 


Glu 


Ala 


Ala 


Thr 


Glu 


Gly 


Pro 


Ser 


Ser 


Ala 


Cys 


Ala 








180 










185 










190 






Phe 


Ser 


Gin 


Ala 


Pro 


Cys 


Ala 


Arg 


Glu 


Val 


Asp 


Ala 


Asn 


Arg 


Pro 


Ser 






195 










200 










205 








Thr 


Ala 


Phe 


Leu Gly 


Gin 


Asn 


Asp 


Val 


Phe 


Asp 


Phe 


Thr 


Gin 


Pro 


Ala 




210 










215 










220 










Val 


Ser 


Val 


Ala 


Trp 


Leu 


Pro 


Ala 


Pro 


Lys 


Arg 


Pro 


Ala 


Gin 


Pro 


Arg 


225 










230 










235 










240 



<210> 4289 
<211> 353 
<212> DNA 

<213> Homo sapiens 
<400> 4289 

ggatccctgg gaagatgact accctgcctg tgcgggatat gagggagaaa tatgggagcc 
60 

tcctcacttc aggtgtcact gctcagcata tatccaggct ttgttttcat attggtcttg 
120 

caaagagcct tttgggaaca gttttcttat tgaaacatac tcagtgttta aacctgcagg 
180 

tgtgggttgg tggcagtcca catggcatcc tttgctctgt ccctgttctc ctgtctctgg 
240 

ctattcaggt tcccgtgagg atactgtcac ccttgaataa tggagcttgc ggaagaccaa 
300 

gcccctgttt ttggagtcct tgtgctgagg ccgctgtaac ttgcggagag ttg 
353 

<210> 4290 
<211> 113 
<212> PRT 
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<213> Homo sapiens 
<400> 4290 

Met Thr Thr Leu Pro Val Arg Asp Met Arg Glu Lys Tyr Gly Ser Leu 

1 5 10 15 

Leu Thr Ser Gly Val Thr Ala Gin His lie Ser Arg Leu Cys Phe His 

20 25 30 

lie Gly Leu Ala Lys Ser Leu Leu Gly Thr Val Phe Leu Leu Lys His 

35 40 45 

Thr Gin Cys Leu Asn Leu Gin Val Trp Val Gly Gly Ser Pro His Gly 

50 55 60 

lie Leu Cys Ser Val Pro Val Leu Leu Ser Leu Ala lie Gin Val Pro 
65 70 75 80 

Val Arg He Leu Ser Pro Leu Asn Asn Gly Ala Cys Gly Arg Pro Ser 

85 90 95 

Pro Cys Phe Trp Ser Pro Cys Ala Glu Ala Ala Val Thr Cys Gly Glu 
100 105 110 

Leu 



<210> 4291 
<211> 517 
<212> DNA 

<213> Homo sapiens 
<400> 4291 

nnaaatttgc caagccaaga gttaccccag gaagattctc tcttacatgg ccaattttca 
60 

caagcagtca ctcccctagc ccatcatcac acagattatt caaagcccac cgatatctca 
120 

tggagagaca cactttctca gaagtttgga tcctcagatc acttggagaa actatttaag 
180 

atggatgaag caagtgccca gctccttgct tataaggaaa aaggccattc tcagagttca 
240 

caattttcct ctgatcaaga aatagctcat ctgctgcctg aaaatgtgag tgcgctccca 
300 

gctacggtgg cagttgcttc tccacatacc acctcggcta ctccaaagcc cgccaccctt 
360 

ctacccacca atgcttcagt gacaccttct gggacttccc agccacagct ggccaccaca 
420 

gctccacctg taaccactgt cacttctcag cctcccacga ccctcatttc tacagttttt 
480 

acacgggctg tggctacact ccaagcaatg gctacaa 
517 - 

<210> 4292 
<211> 172 
<212> PRT 

<213> Homo sapiens 
<400> 4292 

Xaa Asn Leu Pro Ser Gin Glu Leu Pro Gin Glu Asp Ser Leu Leu His 

1 5 10 15 

Gly Gin Phe Ser Gin Ala Val Thr Pro Leu Ala His His His Thr Asp 
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20 25 30 

Tyr Ser Lys Pro Thr Asp lie Ser Trp Arg Asp Thr Leu Ser Gin Lys 

35 40 45 

Phe Gly Ser Ser Asp His Leu Glu Lys Leu Phe Lys Met Asp Glu Ala 

50 55 60 

Ser Ala Gin Leu Leu Ala Tyr Lys Glu Lys Gly His Ser Gin Ser Ser 
65 70 75 80 

Gin Phe Ser Ser Asp Gin Glu He Ala His Leu Leu Pro Glu Asn Val 

85 90 95 

Ser Ala Leu Pro Ala Thr Val Ala Val Ala Ser Pro His Thr Thr Ser 

100 105 HO 

Ala Thr Pro Lys Pro Ala Thr Leu Leu Pro Thr Asn Ala Ser Val Thr 

115 120 125 

Pro Ser Gly Thr Ser Gin Pro Gin Leu Ala Thr Thr Ala Pro Pro Val 

130 135 140 

Thr Thr Val Thr Ser Gin Pro Pro Thr Thr Leu lie Ser Thr Val Phe 
145 150 155 160 

Thr Arg Ala Val Ala Thr Leu Gin Ala Met Ala Thr 
165 170 

<210> 4293 

<211> 547 

<212> DNA 

<213> Homo sapiens 

<400> 4293 

gccggcgccc ccggcgcgga tgcctgctct gtgcctgtat ctgagatcat cgccgttgag 
60 

gaaacagacg ttcacgggaa acatcaaggc agtggaaaat ggcagaaaat ggaaaagcct 
120 ' 

tacgctttta cagttcactg tgtaaagaga gcacgacggc accgctggaa gtgggcgcag 
180 

gtgactttct ggtgtccaga ggagcagctg tgtcacttgt ggctgcagac cctgcgggag 
240 

atgctggaga agctgacgtc cagaccaaag catttactgg tatttatcaa cccgtttgga 
300 

ggaaaaggac aaggcaagcg gatatatgaa agaaaagtgg caccactgtt caccttagcc 
360 

tccatcacca ctgacatcat cgttactgaa catgctaatc aggccaagga gactctgtat 
420 

gagattaaca tagacaaata cgacggcatc gtctgtgtcg gcggagatgg tatgttcagc 
480 

gaggtgctgc acggtctgat tgggaggacg cagaggagcg ccggggtcga ccagaaccac 
540 

ccccggg 
547 

<210> 4294 
<211> 182 
<212> PRT 

<213> Homo sapiens 
<400> 4294 

Ala Gly Ala Pro Gly Ala Asp Ala Cys Ser Val Pro Val Ser Glu He 
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1 
-L 








5 










10 








15 




lie 


Ala 


Val 


Glu 


Glu 


Thr 


Asp 


Val 


His 


Gly Lys 


His 


Gin Gly Ser 


Gly 








20 










25 








30 






Lys 


Trp 


Gin 


Lys 


Met 


Glu 


Lys 


Pro 
40 


Tyr 


Ala Phe 


Thr 


Val 
45 


His 


Cys 


Val 


Lys 


Arcr 


Ala 


Arci 


Arg 


His 


Arg 
55 


Trp 


Lys 


Trp Ala 


Gin 
60 


Val 


Thr 


Phe 


Trp 


Cys 


Pro 


Glu 


Glu 


Gin 


Leu 


Cys 


His 


Leu 


Trp Leu 


Gin 


Thr 


Leu 


Arg 


Glu 


65 










70 








75 










80 


Met 


Leu 


Glu 


Lys 


Leu 

Q C 

O J 


Thr 


Ser 


Arg 


Pro 


Lys His 
90 


Leu 


Leu 


Val 


Phe 
95 


He 


Asn 


Pro 


Phe 


Gly 


Gly 


Lys 


Gly Gin Gly Lys Arg 


He 


Tyr 


Glu 


Arg 


Lys 








100 










105 








110 






Val 


Ala 


Pro 
115 


Leu 


Phe 


Thr 


Leu 


Ala 
120 


Ser 


He Thr 


Thr 


Asp 
125 


He 


He 


Val 


Thr 


Glu 
130 


His 


Ala 


Asn 


Gin 


Ala 
135 


Lys 


Glu 


Thr Leu 


Tyr 
140 


Glu 


He 


Asn 


lie 


Asp 


Lys 


Tyr 


Asp 


Gly 


He 


Val 


Cys 


Val 


Gly Gly Asp 


Gly Met 


Phe 


Ser 


145 










150 








155 










160 


Glu 


val 


Leu 


His 


Gly 


Leu 


lie 


Gly Arg 


Thr Gin 


Arg 


Ser 


Ala 


Gly 


Val 










16 5 










170 








175 




Asp 


Gin 


Asn 


His 
180 


Pro 


Arg 





















<210> 4295 

<211> 431 

<212> DNA 

<213> Homo sapiens 

<400> 4295 

nntctagaaa atcactgtct ccttctaccc tgccatctct acaccagggt tacaaacaag 
60 

agcccactgc tggctccttg ttttgtaaat aagatttgtt ggactacagc tatgcccgta 
120 

catgtacatt ttgtgtatgg ctgcttttgt gccacaacag cagggttgag tattgcgaca 
180 

gagaccccca ttgcccacaa gcctaaaaca tttgccatcg agccctttaa gaaagagttt 
240 

gctggccgtg cgcggtggcc gtggctcccg cctgtaatcc cagcactttg gaaggctgag 
300 

gcaggcggtg aggtctggag ttcgaaacca gcctggccag cgtggcgaaa ccctgtctcc 
360 

ccctcccaga ttcacgtgat tatcccacct cagcctcctg agtacctggg actataggcg 
420 

cgtgccaacc a 
431 

<210> 4296 
<211> 138 
<212> PRT 

<213> Homo sapiens 
<400> 4296 

Xaa Leu Glu Asn His Cys Leu Leu Leu Pro Cys His Leu Tyr Thr Arg 



3492 



WO 00/58473 



PCT/US00/08621 



1 








c 




10 










15 




Vdl 


inr 


Asn 


Lys 


Ser Pro Leu Leu. 


Ala 


Pro 


Cys 


Phe 


val 


Asn 


Lys 


lie 








20 




25 










30 






Cys 


Trp 


x nr 


i iii. 


/\.±a nec fro vax 


nlS 


17-. T 

vax 


His 


Phe 


val 


Tyr Gly 


Cys 






35 




40 










45 








Phe 


Cys 


Ala 


Thr 


Thr Ala Gly Leu 


Ser 


He 


Ala 


Thr 


Glu 


Thr 


Pro 


lie 




50 






55 








60 










Ala 


His 


Lys 


Pro 


Lys Thr Phe Ala 


He 


Glu 


Pro 


Phe 


Lys 


Lys 


Glu 


Phe 










70 






75 










80 


Ala 


Gly 


Arg 


Ala 


Arg Trp Pro Trp 


Leu 


Pro 


Pro 


Val 


He 


Pro 


Ala 


Leu 










85 




90 










95 




Trp 


Lys 


Ala 


Glu 


Ala Gly Gly Glu 


Val 


Trp 


Ser 


Ser 


Lys 


Pro 


Ala 


Trp 








100 




105 










110 






Pro 


Ala 


Trp 


Arg 


Asn Pro Val Ser 


Pro 


Ser 


Gin 


lie 


His 


Val 


He 


lie 






115 




120 










125 








Pro 


Pro 


Gin 


Pro 


Pro Glu Tyr Leu 


Gly 


Leu 















130 135 



<210> 4297 
<211> 1668 
<212> DNA 

<213> Homo sapiens 
<400> 4297 

nccatggact cggcctttgt gggtataaag gtcaaccaag tgtcagctgc agttggaaaa 
60 

gatttcaccg tgattccatc taaactgatt cagtttgacc caggaatgtc aactaagatg 
120 

tggaatatag caattaccta tgacggatta gaggaagatg atgaggtctt tgaagtaatt 
180 

ctgaactccc ctgtgaatgc agttcttggc acaaagacaa aagctgcagt gaaaattttg 
240 

gactcaaaag gaggacaatg ccatccttca tattcctcca accaaagcaa gcacagcaca 
300 

tgggagaagg gcatttggca tctgctgccc ccagggtctt cctcatccac cacttctggt 
360 

tcctttcatc tggaaagaag acctcttcca tcttccatgc agctagcagt catcagggga 
420 

gacaccctgc ggggctttga ttctacagat ctttctcaaa ggaagcttag gacccgtggg 
480 

aatggcaaaa cagttcgtcc atcctctgtt tatagaaatg gaacagacat catctataat 
540 

tatcatggga tagtttcctt gaaactggag gatgacagtt tcccaactca caaaaggaag 
600 

gccaaagtat ccatcattag tcagccacaa aagacaatca aagtggcaga actgcctcaa 
660 

gcagataagg tggaatccac aactgactca cacttcccca gacaggacca gttgccctca 
720 

tttccaaaga actgcactct ggaattaaag ggactcttcc attttgaaga aggcatccag 
780 

aagctgtatc agtgcaatgg gatcgcctgg aaagcctgga gtccccaaac caaggatgtg 
840 

gaagacaaat cctgtccagc cgggtggcac cagcactcag gctactgtca catcttgatc 
900 
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acagagcaga aaggcacctg gaatgcggct gcccaagctt gcagggaaca atacctgggc 
960 

aaccttgtaa ctgtattctc caggcagcac atgcggtggc tctgggacat tggtgggaga 
1020 

aagtcctttt ggataggttt gaacgaccaa gtgcatgctg gccactggga gtggatcggt 
1080 

ggtgaacctg ttgccttcac caatgggaga agagggccct ctccacgctc caagcttgga 
1140 

aagagctgtg ttttggttca aagacaaggg aaatggcaaa caaaagactg taggagagcc 
1200 

aaacctcata attatgtgtg ttccagaaaa ctctaaatat aacagaccct acagggggcc 
1260 

acctggagtt tgtcacctat ttattcacag gatctgtgaa tattgctcca tagaaaacaa 
1320 

attgttatga ttgagtgggt atacctttgt gattctgtct agtgaaaatg ggacattttt 
1380 

aatagtgcca gaaagattga taaataaata ttttttacaa gataagatac aatttttgta^ 
1440 

tctcaatacc ttttaaaata aatgccagca gtattaaaaa gtgtaaggtt tgtttattcc 

1500 ' 
agaagaccct cacccttacc ccattccaaa tctcagggag caccagtctc atagtccttg 

1560 

gatttttttt aaaaaaaatt tttggtcccg ttacctctaa tgaatttatt ctgaaatatg 
1620 

tatcgtaggt gctcctacca ctttagtctg agtggaaagc caaaaaac 
1668 

<210> 4298 
<211> 411 
<212> PRT 

<213> Homo sapiens 



<400> 4298 
























Ser Ala 


Xaa Met 


ASp 


Ser 


Ala 


Phe 


Val 


Gly 


lie 


Lys 


Val 


Asn 


Gin 


Val 


1 ■ ' 




5 










10 










15 


Ala Val 


Gly 


Lys 


Asp 


Phe 


Thr 


Val 


lie 


Pro 


Ser 


Lys 


Leu 


He 


Gin Phe 






20 










25 










30 




Asp Pro 


Gly 


Met 


Ser 


Thr 


Lys 


Met 


Trp 


Asn 


He 


Ala 


He 


Thr 


Tyr Asp 


35 










40 










45 






Gly Leu 


Glu 


Glu 


Asp 


Asp 


Glu 


Val 


Phe 


Glu 


Val 


lie 


Leu 


Asn 


Ser Pro 


50 




















60 








Val Asn 


Ala 


Val 


Leu 


Gly Thr Lys 


Thr 


Lys 


Ala 


Ala 


Val 


Lys 


He Leu 


65 








70 










75 








80 


Asp Ser 


Lys 


Gly Gly 


Gin 


Cys 


His 


Pro 


Ser 


Tyr 


Ser 


Ser 


Asn 


Gin Ser 






85 










90 










95 


Lys His 


Ser 


Thr 


Trp 


Glu 


Lys 


Gly 


lie 


Trp 


His 


Leu 


Leu 


Pro 


Pro Gly 




100 










105 










110 




Ser Ser 


Ser 


Ser 


Thr 


Thr 


Ser 


Gly 


Ser 


Phe 


His 


Leu Glu Arg 


Arg Pro 




115 










120 










125 






Leu Pro 


Ser 


Ser 


Met 


Gin 


Leu 


Ala 


Val 


He 


Arg 


Gly Asp 


Thr 


Leu Arg 


13 0 










135 










140 








Gly Phe Asp 


Ser 


Thr 


Asp 


Leu 


Ser 


Gin 


Arg 


Lys 


Leu Arg 


Thr 


Arg Gly 


145 








150 










155 








160 


Asn Gly Lys 


Thr 


Val 


Arg 


Pro 


Ser 


Ser Val Tyr Arg Asn Gly 


Thr Asp 
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165 










170 








175 




lie lie 


Tyr 


Asn 


Tyr 


His 


Gly 


He 


Val 


Ser 


Leu Lys 


Leu 


Glu 


Asp 


Asp 






160 










185 








190 






Ser Phe 


Pro 


Thr 


His 


Lys 


Arg 


Lys 


Ala 


Lys 


Val Ser 


He 


He 


Ser 


Gin 




195 










200 








205 








Pro Gin 


Lys 


Thr 


He 


Lys 


Val 


Ala 


Glu 


Leu 


Pro Gin 


Ala 


Asp 


Lys 


Val 


210 










215 








220 










Glu Ser 


Thr 


Thr 


Asp 


Ser 


His 


Phe 


Pro Arg Gin Asp 


Gin 


Leu 


Pro 


Ser 


225 








230 










235 








240 


Phe Pro 


Lys 


Asn 


Cys 


Thr 


Leu 


Glu 


Leu 


Lys 


Gly Leu 


Phe 


His 


Phe 


Glu 








245 










250 








255 




Glu Gly 


He 


Gin 


Lys 


Leu 


Tyr Gin Cys Asn Gly He 


Ala 


Trp 


Lys 


Ala 






260 










265 








270 






Trp Ser 


Pro 


Gin 


Thr 


Lys 


Asp 


Val 


Glu 


Asp 


Lys Ser 


Cys 


Pro 


Ala Gly 




275 










280 








285 








Trp His 


Gin 


His 


Ser 


Gly 


Tyr 


Cys 


His 


He 


Leu He 


Thr 


Glu 


Gin 


Lys 


290 










295 








300 










Gly Thr 


Trp 


Asn 


Ala 


Ala 


Ala 


Gin 


Ala 


Cys 


Arg Glu 


Gin 


Tyr 


Leu 


Gly 


305 








310 










315 








320 


Asn Leu 


Val 


Thr 


Val 


Phe 


Ser 


Arg 


Gin 


His 


Met Arg 


Trp 


Leu 


Trp 


Asp 








325 










330 








335 




He Gly Gly 


Arg 


Lys 


Ser 


Phe 


Trp 


lie 


Gly Leu Asn 


Asp 


Gin 


Val 


His 






340 










345 








350 






Ala Gly His 


Trp 


Glu 


Trp 


He Gly Gly Glu 


Pro Val 


Ala 


Phe 


Thr 


Asn 




355 










360 








365 








Gly Arg Arg 


Gly 


Pro 


Ser 


Pro Arg 


Ser 


Lys 


Leu Gly 


Lys 


Ser 


Cys 


Val 


370 










375 








380 










Leu Val 


Gin 


Arg 


Gin Gly 


Lys 


Trp 


Gin 


Thr 


Lys Asp 


Cys 


Arg 


Arg Ala 


385 








390 










395 








400 


Lys Pro 


His 


Asn 


Tyr 


Val 


Cys 


Ser 


Arg 


Lys 


Leu 











405 410 

<210> 4299 

<211> 988 

<212> DNA 

<213> Homo sapiens 

<400> 4299 

nngcgaccgc tcttgctgaa aggtggctgg gagaggtcct ggtcagagtc ggagtcagag 
60 

tcccaggagg ggagtggagg gctcaggcac tggtgccctt gtggcctctt aggctcgagg 
120 

ccttgggaca ggcccccgag cacaaagtga ggctgtctat ggagttctgc agcacgtgca 
180 

cagcagacca tatatcactc agttccttct ggaggtcatc cttccagcag ccactggctc 
240 

cctgcggtat ctcttcagtc tccggacagg cggctgtctc atgaccctgc tgcttcatct 
300 

tggtcaggat tttgcggcat ttcacctgcg ttttctgcat tttctgaatg ttcaccaagt 
360 

tctctgagat ctcatcctcc tgcgcttgga gcttctgata gatgaaggtc acctcctccc 
420 

gcaccagttc cagctcctcc cacaggaact tcttgctgtc ccggatctcc tgggccagca 
480 
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gctgcaggca gcgagtggtg cgggcccgct gcatctcctc actgtcacgc agggtcttct 
540 

ccagcccctg aaggccttgg gtcagggccc catacagctc ctgccggccc tgctccatgc 
600 

cccacttgtg ctcctccttc tctccatggc ggcctgtggg gctcagcacc tcttcaagct 
660 

gctgaatctt gatttgctgc aagcagctct ccttctccaa catggtcact gagtggttca 
720 

ggaactcgaa agccttggtc tgggcctgta actggctctt gagtgactca agttcacatc 
780 

gcaggagctt ctgggagtcg ggaatcatca caatggtctt ggctttgact ttggaagagc 
840 

tggtctccaa gggcttcaca taccacctgt tcatgctctn cccatcaggg accacgaagc 
900 

cagtcctcag ctgtgacgct gaagtttgat cccgcgggga caccatcgta ttaaaacgct 
960 

cagagactga gtcacagaga ggggtgtc 
988 

<210> 4300 
<211> 84 
<212> PRT 

<213> Homo sapiens 



<400> 4300 



Gly Cys 


Leu 


Trp 


Ser 


Ser 


Ala 


Ala 


Arg 


Ala 


Gin 


Gin 


Thr 


He 


Tyr 


His 


1 








5 










10 










15 




Ser 


Val 


Pro 


Ser 


Gly 


Gly 


His 


Pro 


Ser 


Ser 


Ser 


His 


Trp 


Leu 


Pro 


Ala 








20 










25 










30 






Val 


Ser 


Leu 


Gin 


Ser 


Pro 


Asp 


Arg 


Arg 


Leu 


Ser 


His 


Asp 


Pro 


Ala 


Ala 






35 










40 










45 








Ser 


Ser 


Trp 


Ser 


Gly 


Phe 


Cys 


Gly 


He 


Ser 


Pro 


Ala 


Phe 


Ser 


Ala 


Phe 




50 










55 










60 










Ser 


Glu 


Cys 


Ser 


Pro 


Ser 


Ser 


Leu Arg 


Ser 


His 


Pro 


Pro 


Ala 


Leu Gly 


65 










70 










75 










80 


Ala 


Ser 


Asp 


Arg 



























<210> 4301 
<211> 2429 
<212> DNA 

<213> Homo sapiens 
<400> 4301 

nnaggcaccg cggcgctcgg gtgtttttgg gggcccgggt ggagggcccg ggtgccgggg 
60 

cccaaggtgc ggcctcgcta gcgggagagg gagcgggatc accggcccgg agagagctct 
120 

cagggccaga gcggggcagg aggatgcttt cccagcccca ccatggagct gcgctgtggg 
180 

ggattgctgt tcagttctcg ctttgattca gggaatctag eccacgtgga gaaggtggaa 
240 

tctttgtcca gtgatgggga aggggtagga ggtggggcgt cagccctgac cagtggcatt 
300 
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gcctcttccc ctgactatga attcaacgtg 
360 

tttgagaatg ggaacaggtc atggttctac 
420 

ctcatcaaga tcaacattat gaacatgaac 
480 

gccccctttg tgcgcacact gcccacccgg 
540 

acctttgaga tgacagagac gcagtttgtg 
600 

cgtggggcca ccaccttctt cgccttctgc 
660 

ctgctaaacc agctagacca gcgctttccg 

720 

gataccatct attaccatcg ggagctcctt 
780 

ctgctgacga tcacttcctg ccatgggctt 
840 

ctatttcctg ataccagcac ccctcgacca 
900 

ttaagcagta gagtacaccc aggggagact 
960 

gacttcatcc tccgacctga tgatccccgg 
1020 

aagctgattc ccatgttgaa ccccgatggt 
1080 

cgtggagtga atctgaaccg tcagtacctg 
1140 

tatggggcca aagctgtgct tctctaccac 
1200 

tcctctgagc accagcccag ttcctgtctc 
1260 

aaagccaaca atctccaaaa tgaagctcag 
1320 

gaagcctgga aacaaacaga gccagcagaa 
1380 

caacagtctg cggggcttga agagtcagcc 
1440 

gttgcttact atgtggacct gcatggacat 
1500 

aacagcttta gtgatgagag cacccaggtg 
1560 

ttgaattcag cccacttcga cttccagggc 
1620 

cgagaccgta gagatggcca gtctaaagag 
1680 

tcagggataa tccacagcta cacacttgaa 
1740 

agcatccctg ctgcctgcca tgacaatggg 
1800 

ccctccagat acactgtgga actatttgag 
1860 

ctggacatgg cggaatgtaa tccgtggccc 
1920 



tggacccgac cagactgtgc tgaaacggaa 
ttcagcgtcc ggggaggaat gccaggaaaa 
aagcagagca agctgtattc ccagggcatg 
ccacgctggg aacgcattcg agaccggccc 
ttatcctttg ttcatcgttt cgtggagggc 
taccccttct cctacagtga ctgccaggaa 
gagaaccacc ctacccatag cagccccctg 
tgctattctc tggatggact tcgtgtagat 
cgagaagatc gagagccccg tctagagcag 
ttccgtttcg caggcaagag gatattcttc 
ccatctagct ttgtcttcaa tggctttctg 
gcccaaaccc tccgtcgcct cttcgtcttt 
gtggtccggg gacactaccg cacagactca 
aagcctgatg ccgtcctgca cccggccatc 
catgtgcact ctcgtctgaa ctcccagagt 
cctcctgatg ctcctgtttc tgacctggag 
tgtgggcact cagctgacag gcataacgct 
cagaagctca acagtgtgtg gattatgcca 
cctgatacca tcccccccaa agagagtggc 
gcttccaaaa ggggctgctt catgtacgga 
gaaaacatgc tatatccaaa gctcatctcc 
tgcaatttct cagagaagaa tatgtatgcc 
ggaagcggcc gtgttgcaat ctacaaagcc 
tgcaactaca acactggacg ctcagtaaac 
cgtgccagcc cccctccccc gccggctttc 
caggtgggac gagctatggc cattgcagcc 
cgaattgtac tgtcagagca cagcagcctt 
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actaatctac gggcctggat gctgaaacat gtacgcaaca gccgaggcct aagcagcact 
1980 

ctgaatgtgg gtgtcaacaa gaagaggggc cttcgaactc cacccaaaag tcacaatggg 
2040 

ttgcctgtct cctgctccga aaacaccttg agtcgggcac gaagttttag caccggcaca 
2100 

agtgccggtg gtagcagcag cagccaacaa aattctccac agatgaagaa ttcccccagc 
2160 

tttccttttc atggcagtcg gcctgcaggg ctgccaggcc tgggctctag tacccaaaag 
2220 

gtcacccacc gggtgctggg ccccgtcaga ggtaagccag tctgggagcc cctgcaacat 
2280 

gtgttcggtt gtctggggca ttgctggggg aagtaagagc ttgaagatat actgttggcc 
2340 

caggaccaag gggtgaatca ataaaattag tttgtagcag aaaaaaaaaa aaaaaaaaaa 
2400 . 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaa 
2429 

<210> 4302 

<211> 717 

<212> PRT 

<213> Homo sapiens 

<400> 4302^ 

Met Glu Leu Arg Cys Gly Gly Leu Leu Phe Ser Ser Arg Phe Asp Ser 

1 5 10 15 

Gly Asn Leu Ala His Val Glu Lys Val Glu Ser Leu Ser Ser Asp Gly 

20 25 30 

Glu Gly Val Gly Gly Gly Ala Ser Ala Leu Thr Ser Gly lie Ala Ser , 

35 40 45 

Ser Pro Asp Tyr Glu Phe Asn Val Trp Thr Arg Pro Asp Cys Ala Glu 

50 55 60 

Thr Glu Phe Glu Asn Gly Asn Arg Ser Trp Phe Tyr Phe Ser Val Arg 
65 70 75 80 

Gly Gly Met Pro Gly Lys Leu lie Lys lie Asn lie Met Asn Met Asn 

85 90 95 

Lys Gin Ser Lys Leu Tyr Ser Gin Gly Met Ala Pro Phe Val Arg Thr 

100 105 HO 

Leu Pro Thr Arg Pro Arg Trp Glu Arg lie Arg Asp Arg Pro Thr Phe 

115 120 125 

Glu Met Thr Glu Thr Gin Phe Val Leu Ser Phe Val His Arg Phe Val 

130 135 140 

Glu Gly Arg Gly Ala Thr Thr Phe Phe Ala Phe Cys Tyr Pro Phe Ser 
145 150 155 160 

Tyr Ser Asp Cys Gin Glu Leu Leu Asn Gin Leu Asp Gin Arg Phe Pro 

165 170 175 

Glu Asn His Pro Thr His Ser Ser Pro Leu Asp Thr He Tyr Tyr His 

180 185 190 

Arg Glu Leu Leu Cys Tyr Ser Leu Asp Gly Leu Arg Val Asp Leu Leu 

195 1 200 205 

Thr He Thr Ser Cys His Gly Leu Arg Glu Asp Arg Glu Pro Arg Leu 

210 215 220 

Glu Gin Leu Phe Pro Asp Thr Ser Thr Pro Arg Pro Phe Arg Phe Ala 
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